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SEQUENCE LISTING 
<110> Garvan Institute of Medical Research 

<120> Method of modulating bone growth, remodeling and adiposity 

<130> 501789/MRO 

<160> 20 

<170> Patentln version 3.1 

<210> 1' 

<211> 1180 

15 <212> DNA 

<213> human neuropeptide Yl receptor 

<220> 

<221> CDS 
20 <222> (7).. (1161) 
<223> 

<400> 1 

aagctt atg aat tea aca tta ttt tec cag gtt gaa aat cat tea gtc 48 
25 Met Asn Ser Thr Leu Phe Ser Gin Val Glu Asn His Ser Val 

15 10 

cac tct aat ttc tea gag aag aat gec cag ctt ctg get ttt gaa aat 96 
His Ser Asn Phe Ser Glu Lys Asn Ala Gin Leu Leu Ala Phe Glu Asn 
30 15 20 25 30 

gat gat tgt cat ctg ccc ttg gec atg ata ttt acc tta get ctt get 144 
Asp Asp Cys His Leu Pro Leu Ala Met lie Phe Thr Leu Ala Leu Ala 
35 40 45 



35 



55 



tat gga get gtg ate att ctt ggt gtc tct gga aac ctg gec ttg ate 192 
Tyr Gly Ala Val He lie Leu Gly Val Ser Gly Asn Leu Ala Leu He 
50 55 60 



40 ata ate ate ttg aaa caa aag gag atg aga aat gtt acc aac ate ctg 240 
He He He Leu Lys Gin Lys Glu Met Arg Asn Val Thr Asn He Leu 
65 70 75 

att gtg aac ctt tec ttc tea gac ttg ctt gtt gec ate atg tgt etc 288 
45 He Val Asn Leu Ser Phe Ser Asp Leu Leu Val Ala He Met Cys Leu 
80 85 90 

ccc ttt aca ttt gtc tac aca tta atg gac cac tgg gtc ttt ggt gag 336 
Pro Phe Thr Phe Val Tyr Thr Leu Met Asp His Trp Val Phe Gly Glu 
50 95 100 105 HO 

gcg atg tgt aag ttg aat cct ttt gtg caa tgt gtt tea ate act gtg 384 
Ala Met Cys Lys Leu Asn Pro Phe Val Gin Cys Val Ser He Thr Val 
115 120 125 



tec att ttc tct ctg gtt etc att get gtg gaa cga cat cag ctg ata 432 
Ser He Phe Ser Leu Val Leu He Ala Val Glu Arg His Gin Leu He 
130 135 140 



60 ate aac cct cga ggg tgg aga cca aat aat aga cat get tat gta ggt 480 
He Asn Pro Arg Gly Trp Arg Pro Asn Asn Arg His Ala Tyr Val Gly 
145 150 155 

att get gtg att tgg gtc ctt get gtg get tct tct ttg cct ttc ctg 528 
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lie Ala Val He Trp Val Leu Ala Val Ala Ser Ser Leu Pro Phe Leu 
160 ^ 165 170 

ate tac caa gta atg act gat gag ccg ttc caa aat gta aca ctt gat 576 
He Tyr Gin Val Met Thr Asp Glu Pro Phe Gin Asn Val Thr Leu Asp 
175 180 185 190 



624 



Ala Tyr Lys Asp Lys Tyr Val Cys Phe Asp Gin Phe Pro Ser Asp Ser 
10 195 200 205 



cat agg ttg tct tat acc act etc etc ttg gtg ctg cag tat ttt ggt 672 

His Arg Leu Ser Tyr Thr Thr Leu Leu Leu Val Leu Gin Tyr Phe Gly 
210 ~ 215 220 

15 

cca ctt tgt ttt ata ttt att tgc tac ttc aag ata tat ata cgc eta 720 

Pro Leu Cys Phe He Phe He Cys Tyr Phe Lys He Tyr He Arg Leu 
225 230 235 

20 aaa agg aga aac aac atg atg gac aag atg aga gac aat aag tac agg 768 
Lys Arg Arg Asn Asn Met Met Asp Lys Met Arg Asp Asn Lys Tyr Arg 
240 245 250 

tec agt gaa acc aaa aga ate aat ate atg ctg etc tec att gtg gta 816 
25 " Ser Ser Glu Thr Lys Arg He Asn He Met Leu Leu Ser He Val Val 
255 260 265 270 

gca ttt gca gtc tgc tgg etc cct ctt acc ate ttt aac act gtg ttt 864 
Ala Phe Ala Val Cys Trp Leu Pro Leu Thr He Phe Asn Thr Val Phe 
30 275 280 285 

gat tgg aat cat cag ate att get acc tgc aac cac aat ctg tta ttc 912 
Asp Trp Asn His Gin He He Ala Thr Cys Asn His Asn Leu Leu Phe 
290 295 300 

35 

ctg etc tgc cac etc aca gca atg ata tec act tgt gtc aac ccc ata 960 
Leu Leu Cys His Leu Thr Ala Met He Ser Thr Cys Val Asn Pro He 
305 310 315 

40 ttt tat ggg ttc ctg aac aaa aac ttc cag aga gac ttg cag ttc ttc 1008 
Phe Tyr Gly Phe Leu Asn Lys Asn Phe Gin Arg Asp Leu Gin Phe Phe 
320 325 330 

ttc aac ttt tgt gat ttc egg tct egg gat gat gat tat gaa aca ata 1056 
45 Phe Asn Phe Cys Asp Phe Arg Ser Arg Asp Asp Asp Tyr Glu Thr He 
335 340 345 350 

gec atg tec acg atg cac aca gat gtt tec aaa act tct ttg aag caa 1104 
Ala Met Ser Thr Met His Thr Asp Val Ser Lys Thr Ser Leu Lys Gin 
50 355 360 365 

gca age cca gtc gca ttt aaa aaa ate aac aac aat gat gat aat gaa 1152 
Ala Ser Pro Val Ala Phe Lys Lys He Asn Asn Asn Asp Asp Asn Glu 
370 375 380 



55 



aaa ate tga aactacttat agctctaga 1180 
Lys He 



60 

<210> 2 

<211> 384 

<212> PRT 

<213> human neuropeptide Yl receptor 
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<400> 2 

Met Asn Ser Thr Leu Phe Ser Gin Val Glu Asn His Ser Val His Ser 
5 1 5 10 15 



Asn Phe Ser Glu Lys Asn Ala Gin Leu Leu Ala Phe Glu Asn Asp Asp 
20 " 25 30 

10 

Cys His Leu Pro Leu Ala Met lie Phe Thr Leu Ala Leu Ala Tyr Gly 
35 40 45 

15 

Ala Val He He Leu Gly Val Ser Gly Asn Leu Ala Leu He He He 
50 55 60 

20 lie Leu Lys Gin Lys Glu Met Arg Asn Val Thr Asn lie Leu He Val 
65 70 75 80 



Asn Leu Ser Phe Ser Asp Leu Leu Val Ala He Met Cys Leu Pro Phe 
25 85 90 95 



Thr Phe Val Tyr Thr Leu Met Asp His Trp Val Phe Gly Glu Ala Met 
100 105 110 

30 

Cys Lys Leu Asn Pro Phe Val Gin Cys Val Ser He Thr Val Ser He 
115 120 125 

35 

Phe Ser Leu Val Leu He Ala Val Glu Arg His Gin Leu He He Asn 
130 135 140 

40 Pro Arg Gly Trp Arg Pro Asn Asn Arg His Ala Tyr Val Gly He Ala 
145 150 155 160 



Val He Trp Val Leu Ala Val Ala Ser Ser Leu Pro Phe Leu He Tyr 
45 165 170 175 



Gin Val Met Thr Asp Glu Pro Phe Gin Asn Val Thr Leu Asp Ala Tyr 
180 185 190 

-50 

Lys Asp Lys Tyr Val Cys Phe Asp Gin Phe Pro Ser Asp Ser His Arg 
195 200 205 

55 

Leu Ser Tyr Thr Thr Leu Leu Leu Val Leu Gin Tyr Phe Gly Pro Leu 
210 215 220 

60 Cys Phe He Phe He Cys Tyr Phe Lys He Tyr He Arg Leu Lys Arg 
225 230 235 240 



Arg Asn Asn Met Met Asp Lys Met Arg Asp Asn Lys Tyr Arg Ser Ser 
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4 

245 250 255 

Glu Thr Lys Arg lie Asn lie Met Leu Leu Ser lie Val Val Ala Phe 
5 260 265 270 

Ala Val Cys Trp Leu Pro Leu Thr He Phe Asn Thr Val Phe As^ Tr" 
275 A 280 285 

10 

Asn His Gin He lie Ala Thr Cys Asn His Asn Leu Leu Phe Leu Leu 
290 295 300 

15 

Cys His Leu .Thr Ala Met He Ser Thr Cys Val Asn Pro He Phe Tyr 
305 310 315 320 

20 Gly Phe Leu Asn Lys Asn Phe Gin Arg Asp Leu Gin Phe Phe Phe Asn 

325 330 335 



Phe Cys Asp Phe Arg Ser Arg Asp Asp Asp Tyr Glu Thr He Ala Met 
25 340 345 350 

Ser Thr Met His Thr Asp Val Ser Lys Thr Ser Leu Lys Gin Ala Ser 
355 360 365 

30 

Pro Val Ala Phe Lys Lys He Asn Asn Asn Asp Asp Asn Glu Lys He 
370 375 380 

35 

<210> 3 
<211> 3747 
<212> DNA 

<213> human neuropeptide Y2 receptor 

40 

<220> 

<221> t CDS 

<222> (496) . . (1638) 

<223> 

45 

<400> 3 





gaattcggcc 


gctgagagac 


cctggacact 


gttcctgctc cctcgccacc 


aaaacttctc 


60 


50 


ctccagtccc 


ctcccctgca 


ggaccatcgc 


ccgcagcctc tgcacctgtt 


ttcttgtgtt 


120 


taagggtggg 


gtttgccccc 


ctccccacgc 


tcccatctct gatcctccca 


ccttcacccg 


180 




cccaccccgc 


gagtgagtgc 


ggtgcccagg cgcgcttggc ctgagaggtc ggcagcagac 


240 


55 


ccggcagcgc 


caaccgccca 


gccgctctga ctgctccggc tgcccgcccg 


cgcggcgcgg 


300 




gctgtcctgg 


accctaggag 


gggacggaac 


cggacttgcc tttgggcacc 


ttccagggcc 


360 


60 


ctctccaggt 


cggctggcta 


atcatcggac 


agacggactg cacacatctt 


gtttccgcgt 


420 


ctccgcaaaa 


acgcgaggtc 


caggtcagtt 


gtagactctt gtgctggttg 


caggecaagt 


480 




ggacctgtac 


tgaaa atg ggt cca ata 


ggt gca gag get gat gag aac cag 


531 



Met Gly Pro He Gly Ala Glu Ala Asp Glu Asn Gin 
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15 10 

aca gtg gaa gaa atg aag gtg gaa caa tac ggg cca caa aca act cct 57 9 

Thr Val Glu Glu Met Lys Val Glu Gin Tyr Gly Pro Gin Thr Thr Pro 
5 15 20 25 

aga ggt gaa ctg gtc cct gac cct gag cca gag ctt ata gat agt acc 627 
Arg Gly Glu Leu Val Pro. Asp Fro Glu Pro Glu Leu lie Asp Ser Thr 
30 35 40 



10 



30 



50 



aag ctg att gag gta caa gtt gtt etc ata ttg gec tac tgc tec ate 675 
Lys Leu He Glu Val Gin Val Val Leu He Leu Ala Tyr Cys Ser He 
45 50 55 60 



15 ate ttg ctt ggg gta att ggc aac tec ttg gtg ate cat gtg gtg ate 723 
He Leu Leu Gly Val lie Gly Asn Ser Leu Val He His Val Val He 
65 70 75 

aaa ttc aag age atg cgc aca gta acc aac ttt ttc att gee aat ctg 771 
20 Lys Phe Lys Ser Met Arg Thr Val Thr Asn Phe Phe He Ala Asn Leu 
80 85 90 

get gtg gca gat ctt ttg gtg aac act ctg tgt eta ccg ttc act ctt 819 
Ala Val Ala Asp Leu Leu Val Asn Thr Leu Cys Leu Pro Phe Thr Leu 
25 95 100 105 

acc tat acc tta atg ggg gag tgg aaa atg ggt cct gtc ctg tgc cac 867 
Thr Tyr Thr Leu Met Gly Glu Trp Lys Met Gly Pro Val Leu Cys His 
110 115 120 



ctg gtg ccc tat gee cag ggc ctg gca gta caa gta tec aca ate acc 915 
Leu Val Pro Tyr Ala Gin Gly Leu Ala Val Gin Val Ser Thr He Thr 
125 130 135 140 



35 ttg aca gta att gec ctg gac egg cac agg tgc ate gtc tac cac eta 963 
Leu Thr Val He Ala Leu Asp Arg His Arg Cys He Val Tyr His Leu 
145 150 155 

gag age aag ate tec aag cga ate age ttc ctg att att ggc ttg gec 1011 
40 Glu Ser Lys He Ser Lys Arg He Ser Phe Leu He He Gly Leu Ala 
160 165 170 

tgg ggc ate agt gec ctg ctg gca agt ccc ctg gec ate ttc egg gag 1059 
Trp Gly He Ser Ala Leu Leu Ala Ser Pro Leu Ala He Phe Arg Glu 
45 175 180 185 

tat teg ctg att gag ate att ccg gac ttt gag att gtg gee tgt act 1107 
Tyr Ser Leu He Glu He He Pro Asp Phe Glu He Val Ala Cys Thr 
190 195 200 



gaa aag tgg cct ggc gag gag aag age ate tat ggc act gtc tat agt 1155 
Glu Lys Trp Pro Gly Glu Glu Lys Ser He Tyr Gly Thr Val Tyr Ser 
205 " 210 215 220 



55 ctt tct tec ttg ttg ate ttg tat gtt ttg cct ctg ggc att ata tea 1203 

Leu Ser Ser Leu Leu He Leu Tyr Val Leu Pro Leu Gly He He Ser 
225 230 235 

ttt tec tac act cgc att tgg agt aaa ttg aag aac cat gtc agt cct 1251 

60 Phe Ser Tyr Thr Arg He Trp Ser Lys Leu Lys Asn His Val Ser Pro 
240 245 250 



gga get gca aat gac cac tac cat cag cga agg caa aaa acc acc aaa 
Gly Ala Ala Asn Asp His Tyr His Gin Arg Arg Gin Lys Thr Thr Lys 



1299 
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255 260 265 

atg ctg gtg tgt gtg gtg gtg gtg ttt gcg gtc age tgg ctg cct etc 1347 
Met Leu Val Cys Val Val Val Val Phe Ala Val Ser Trp Leu Pro Leu 
5 270 275 280 

cat gec ttc cag ctt gec gtt gac att gac age cag gtc ctg gac ctg 1395 



10 



•n T _ TT-1 7\ ~ — Tl ft 7\ m-r-v Cs-v-v P1v> TT/vl T*v*. 

n±a vax tn.o±j j-j-v^ uxn vox jjc c 

285 290 295 300 

aag gag tac aaa etc ate ttc aca gtg ttc cac att ate gee atg tgc 1443 
Lys Glu Tyr Lys Leu lie Phe Thr Val Phe His lie lie Ala Met Cys 
305 310 315 



15 tec act ttt gee aat ccc ctt etc tat ggc tgg atg aac age aac tac 1491 
Ser Thr Phe Ala Asn Pro Leu Leu Tyr Gly Trp Met Asn Ser Asn Tyr 
320 325 330 

aga aag get ttc etc teg gee ttc cgc tgt gag cag egg ttg gat gec 1539 
20 Arg Lys Ala Phe Leu Ser Ala Phe Arg Cys Glu Gin Arg Leu Asp Ala 
335 340 345 

att cac tct gag gtg tec gtg aca ttc aag get aaa aag aac ctg gag 1587 
He His Ser Glu Val Ser Val Thr Phe Lys Ala Lys Lys Asn Leu Glu 
25 350 355 360 

gtc aga aag aac agt ggc ccc aat gac tct ttc aca gag get ace aat 1635 
Val Arg Lys Asn Ser Gly Pro Asn Asp Ser Phe Thr Glu Ala Thr Asn 
365 370 375 • 380 



30 



40 



50 



60 



gtc taaggaagct gtggtgtgaa aatgtatgga tgaattctga ccagagctat 1688 
Val 



gaatctggtt 


gatggegget 


cacaagtgaa 


aactgatttc 


ccattttaaa 


gaagaagtgg 


1748 


atctaaatgg 


aagcatctgc 


tgtttaattc 


ctggaaaact 


ggctgggcag 


agcctgtgtg 


1808 


aaaatactgg 


aattcaaaga 


taaggcaaca 


aaatggttta 


cttaacagtt 


ggttgggtag 


1868 


taggttgeat 


tatgagtaaa 


agcagagaga 


agtacttttg 


attattttcc 


tggagtgaag 


1928 


aaaacttgaa 


caagaaattg 


gtattatcaa 


ageattgetg 


agagaeggtg 


ggaaaataag 


1988 


ttgactttca 


aatcacgtta 


ggacctggat 


tgaggaggtg 


tgcagttcgc 


tgctccctgc 


2048 


ttggcttatg 


aaaacaccac 


tgaacagaaa 


tttctccagg 


gagecacagg 


ctctccttca 


2108 


tegcattttg 


atttttttgt 


tcattctcta 


gacaaaatcc 


atcagggaat 


getgeaggaa 


2168 


aegattgeca 


actatacgaa 


tggcttcgag 


gagataaact 


gaaatttget 


atataattaa 


2228 


tattttggca 


gatgataggg 


gaactcctca 


acactcagtg 


ggccaattgt 


tcttaaaacc 


2288 


aattgcacgt 


ttggtgaaag 


tttcttcaac 


tctgaatcaa 


aagctgaaat 


tctcagaatt 


2348 


acaggaaatg 


caaaccatca 


tttaatttct 


aatttcaagt 


tacatccgct 


ttatggagat 


2408 


actatttaga 


taacaagaat 


acaacttgat 


acttttattg 


ttataccttt 


ttgaacatgt 


2468 


atgatttctg 


ttgttattcc 


tattggagct 


aagtttgtct 


acactaaaat 


ttaaatcaga 


2528 


ctagagaata 


atttttgtgg 


catgttgtaa 


catttcacag 


tatttacaag 


etatttttge 


2588 
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acaggtacat agctctcatg tatttaaaga acactgcagt gttattttct ttgaaattca 2648 
tcctccacgg acccattcat actaaataaa acaatgtaat tacattaaaa tggacctatc 2708 
5 tgtaagaggt actaaaaaca ctggattcat ttcatcttgc aaatgttgta tttcaaacca 2768 
gtttcacata agttatttgt cttcttttca aaataattag ctatattttt atataatatg 2828 
aatatataca taaaaattgt ttctataaat tgtagaacat agatgctaca gtatttttta 2888 

10 

tttaattata ttatgaataa aattgttatt tcaatagtac ccaaccaaag atgcttaaaa 2948 
accttctatg ttcataaaaa ataacaactg agatgttaaa atagtcatac gtctttagat 3008 
15 gctattaaag tttcattagt catatttttg taaatatgac agaatttgtg aatatatttt 3068 
taaagcaaaa aacttcaaca tgcatatgat atatagttac aacattaatt ttatgaactg 3128 
gagagcttta ctttgtggat atatttaaaa ttcatattat agctcctatt aaattccttc 3188 

20 

catgatagat ataaaggact ggtttttaag tgcactgcac ttctggaata ctgaaaaaga 3248 
atgaaaacaa tatgttagat taggtgtaag actttaagaa gcgaacaaaa agtaatgtat 3308 
25 atctgtaata tataatcaaa tgattcattt ttctgttaga ctaggcaaat tgttcaaaaa 3368 
taaccttttt gtcttttaag tagcagtcac tttgcttaag atgctaatag aaaactgtgg 3428 
ttaaagattt accctccctc ttggtgaatt attacactgt aagaaatgta tatgctactg 3488 

30 

tgttacatgt tgtattagta aattattaga atccaattaa tgattcaatt aacatatatc 3548 
ttatccaatt cattatgtca attcattaat aaaatacctt ttatgtagag gctttatgtt 3608 
35 gcaattaaaa agttgggaaa atgaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 3668 
aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 3728 
aaaaaaaaaa aaaaaaaaa 3747 

40 

<210> 4 
<211> 381 
<212> PRT 

45 <213> human neuropeptide Y2 receptor 
<400> 4 

Met Gly Pro lie Gly Ala Glu Ala Asp Glu Asn Gin Thr Val Glu Glu 
50 1 5 10 15 



55 



60 



Met Lys Val Glu Gin Tyr Gly Pro Gin Thr Thr Pro Arg Gly Glu Leu 
20 " 25 30 



Val Pro Asp Pro Glu Pro Glu Leu lie Asp Ser Thr Lys Leu lie Glu 
35 40 45 



Val Gin Val Val Leu lie Leu Ala Tyr Cys Ser lie He Leu Leu Gly 
50 55 60 
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Val He Gly Asn Ser Leu Val He His Val Val He Lys Phe Lys Ser 
65 70 75 80 



5 Met Arg Thr Val Thr Asn Phe Phe He Ala Asn Leu Ala Val Ala Asp 
85 90 95 



Leu Leu Val Asn Thr Leu Cys Leu Pro Phe Thr Leu Thr Tyr Thr Leu 
10 100 105 HO 

Met Gly Glu Trp Lys Met Gly Pro Val Leu Cys His Leu Val Pro Tyr 
115 " 120 125 

15 

Ala Gin Gly Leu Ala Val Gin Val Ser Thr He Thr Leu Thr Val He 
130 ~ 135 140 

20 

Ala Leu Asp Arg His Arg Cys He Val Tyr His Leu Glu Ser Lys He 
145 150 155 160 

25 Ser Lys Arg He Ser Phe Leu He He Gly Leu Ala Trp Gly He Ser 

165 170 175 



Ala Leu Leu Ala Ser Pro Leu Ala He Phe Arg Glu Tyr Ser Leu He 
30 180 185 190 



Glu He He Pro Asp Phe Glu He Val Ala Cys Thr Glu Lys Trp Pro 
195 200 205 

35 

Gly Glu Glu Lys Ser He Tyr Gly Thr Val Tyr Ser Leu Ser Ser Leu 
210 °* 215 220 

40 

Leu He Leu Tyr Val Leu Pro Leu Gly He He Ser Phe Ser Tyr Thr 
225 ^ 230 235 240 

45 Arg He Trp Ser Lys Leu Lys Asn His Val Ser Pro Gly Ala Ala Asn 

245 250 255 



Asp His Tyr His Gin Arg Arg Gin Lys Thr Thr Lys Met Leu Val Cys 
50 260 265 270 

Val Val Val Val Phe Ala Val Ser Trp Leu Pro Leu His Ala Phe Gin 
275 280 285 

55 

Leu Ala Val Asp He Asp Ser Gin Val Leu Asp Leu Lys Glu Tyr Lys 
290 295 300 

60 

Leu He Phe Thr Val Phe His He He Ala Met Cys Ser Thr Phe Ala 
305 310 315 320 
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Asn Pro Leu Leu Tyr Gly Trp Met Asn Ser Asn Tyr Arg Lys Ala Phe 
325 ~ 330 335 



5 Leu Ser Ala Phe Arg Cys Glu Gin Arg Leu Asp Ala lie His Ser Glu 
340 345 350 



Val Ser Val Thr Phe Lys Ala Lys Lys Asn Leu Glu Val Arg Lys Asn 
10 355 360 365 



Ser Gly Pro Asn Asp Ser Phe Thr Glu Ala Thr Asn Val 
370 375 380 

15 

<210> 5 
<211> 2260 
<212> DNA 

20 <213> human neuorpeptide Y4 receptor 
<220> 

<221> CDS 





<222> (660) . . (1787) 








25 


<223> 
<400> 5 










ggatccccga ggctttagct 


ctatcttgaa gggaatgggg tgccgtggaa 


ggacacaagc 


60 


30 


aatcctgtgc tgagtggcat 


ttattgctgt ctccattcag ataaaatgtg 


acaaggggca 


120 




ttctacccat gttccctgaa 


caattccgtc actaaagtct gcatacagca 


ctccaacttt 


180 


35 


tttatcatca gaacagcctc 


atcctgaggc ggagggaatt agtagaacaa 


gttctggcat 


240 


tagatgacct gagtttgtaa 


ctgggcctgt tactaattag ctgtgtgact 


atgggcaagt 


300 




tgctttccat ctcagggtct 


tagattcctc atctatgaaa eggattgata 


atatctacct 


360 


40 


ctaggaataa actagctaat 


agacgaaagt gctgagcaca gtacccagca 


tgcaacaagt 


420 




gcttctaaca aggtagcaat 


cattggatgc caatgtctca ccatgagcct 


taggtaatag 


480 


45 


ccctccagat accagccttg 


ggttggaagc agctgagagc ctttctaccc 


ggccctgctc 


540 


ctctctggat tctaccctgg 


gcatgatccc tgagtattgt ttgtctgttt 


gecttgtagg 


600 




gcgtcatccc tcaagtgtat 


cacttagttc aagagtcctg gaatcttttc 


acatccact 


659 


50 


atg aac acc tct cac etc ctg gec ttg ctg etc cca aaa tct cca caa 


707 



Met Asn Thr Ser His Leu Leu Ala Leu Leu Leu Pro Lys Ser Pro Gin 
15 10 15 



ggt gaa aac aga age aaa ccc ctg ggc acc cca tac aac ttc tct gaa 755 

55 Gly Glu Asn Arg Ser Lys Pro Leu Gly Thr Pro Tyr Asn Phe Ser Glu 
20 25 30 

cat tgc cag gat tec gtg gac gtg atg gtc ttc ate gtc act tec tac 803 

His Cys Gin Asp Ser Val Asp Val Met Val Phe lie Val Thr Ser Tyr 
60 35 40 45 

age att gag act gtc gtg ggg gtc ctg ggt aac etc tgc ctg atg tgt 851 

Ser He Glu Thr Val Val Gly Val Leu Gly Asn Leu Cys Leu Met Cys 

50 55 60 
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gtg act gtg agg cag aag gag aaa gcc aac gtg acc aac ctg ctt ate 899 
Val Thr Val Arg Gin Lys Glu Lys Ala Asn Val Thr Asn Leu Leu lie 
65 70 75 80 

5 

gcc aac ctg gcc ttc tct gac ttc etc atg tgc etc etc tgc cag ccg 947 
Ala Asn Leu Ala Phe Ser Asp Phe Leu Met Cys Leu Leu Cys Gin Pro 

=f\J 

10 ctg acc gcc gtc tac acc ate atg gac tac tgg ate ttt gga gag acc 995 
Leu Thr Ala Val Tyr Thr lie Met Asp Tyr Trp He Phe Gly Glu Thr 
100 105 110 

etc tgc aag atg teg gcc ttc ate cag tgc atg teg gtg acg gtc tec 1043 
15 Leu Cys Lys Met Ser Ala Phe He Gin Cys Met Ser Val Thr Val Ser 
115 120 125 

ate etc teg etc gtc etc gtg gcc ctg gag agg cat cag etc ate ate 1091 
He Leu Ser Leu Val Leu Val Ala Leu Glu Arg His Gin Leu He He 
20 130 135 140 

aac cca aca ggc tgg aag ccc age ate tea cag gcc tac ctg ggg att 1139 
Asn Pro Thr Gly Trp Lys Pro Ser He Ser Gin Ala Tyr Leu Gly He 
145 150 155 160 

25 

gtg etc ate tgg gtc att gcc tgt gtc etc tec ctg ccc ttc ctg gcc 1187 
Val Leu He Trp Val He Ala Cys Val Leu Ser Leu Pro Phe Leu Ala 
165 170 175 

30 aac age ate ctg gag aat gtc ttc cac aag aac cac tec aag get ctg 1235 
Asn Ser He Leu Glu Asn Val Phe His Lys Asn His Ser Lys Ala Leu 
180 185' 190 

gag ttc ctg gca gat aag gtg gtc tgt acc gag tec tgg cca ctg get 1283 
35 Glu Phe Leu Ala Asp Lys Val Val Cys Thr Glu Ser Trp Pro Leu Ala 
195 200 ~ 205 

cac cac cgc acc ate tac acc acc ttc ctg etc etc ttc cag tac tgc 1331 
His His Arg Thr He Tyr Thr Thr Phe Leu Leu Leu Phe Gin Tyr Cys 
40 210 215 220 

etc cca ctg ggc ttc ate ctg gtc tgt tat gca cgc ate tac egg cgc 1379 

Leu Pro Leu Gly Phe He Leu Val Cys Tyr Ala 1 Arg He Tyr Arg Arg 

225 230 235 240 

45 

ctg cag agg cag ggg cgc gtg ttt cac aag ggc acc tac age ttg cga 1427 

Leu Gin Arg Gin Gly Arg Val Phe His Lys Gly Thr Tyr Ser Leu Arg 
245 250 255 

50 get ggg cac atg aag cag gtc aat gtg gtg ctg gtg gtg atg gtg gtg 1475 
Ala Gly His Met Lys Gin Val Asn Val Val Leu Val Val Met Val Val 
260 265 270 

gcc ttt gcc gtg etc tgg ctg cct ctg cat gtg ttc aac age ctg gaa 1523 
55 Ala Phe Ala Val Leu Trp Leu Pro Leu His Val Phe Asn Ser Leu Glu 
275 280 285 

gac tgg cac cat gag gcc ate ccc ate tgc cac ggg aac etc ate ttc 1571 
Asp Trp His His Glu Ala He Pro He Cys His Gly Asn Leu He Phe 
60 290 295 300 - 

tta gtg tgc cac ttg ctt gcc atg gcc tec acc tgc gtc aac cca ttc 1619 
Leu Val Cys His Leu Leu Ala Met Ala Ser Thr Cys Val Asn Pro Phe 
305 310 315 320 
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ate tat ggc ttt etc aac acc aac ttc aag aag gag ate aag gee ctg 1667 
lie Tyr Gly Phe Leu Asn Thr Asn Phe Lys Lys Glu lie Lys Ala Leu 
325 330 335 

gtg ctg act tgc cag cag age gee ccc ctg gag gag teg gag cat ctg 1715 
Val Leu Thr Cys Gin Gin Ser Ala Pro Leu Glu Glu Ser Glu His Leu 

340 345 350 

10 ccc ctg tec aca gta cat acg gaa gtc tec aaa ggg tec ctg agg eta 1763 
Pro Leu Ser Thr Val His Thr Glu Val Ser Lys Gly Ser Leu Arg Leu 
355 360 365 

1817 



1877 
1937 
1997 
2057 
2117 
2177 
2237 
2260 



15 


agt ggc agg tec aat ccc att taa ccaggtctag gtcttctccc tgccatgtcc 
Ser Gly Arg Ser Asn Pro lie 
370 375 




cttgccaggc 


tcttccactt 


agctaagtgg 


gcacactgca agctggggtg gcaccccagc 


20 


attcctggct 


ttctggggtc 


cagataggct 


ggcaagagct gtttttgeat ecatttgeat 




cgtgaagact 


ggcattttga 


tacttcagct 


gtttgttcct gggagaattc tgagcacaga 


25 


ttccagaggt 


cacagtaagc 


ettgeagett 


gagctgaaag atgecagage cggagatgtc 


tgctggcagc 


aggcagggtt 


cattctggtg 


acacagcaac agatccctgg cctgggaacc 




cagggatttc 


acctccacca 


gtgagaccac 


ggggccactg tggggtgagg gaaggagege 


30 


ttggagtcag 


agctctagac 


cttggtcaac 


tcttcacctc tgtgagagat ggtgtgtgga 




ggtgcttcag 


aagtaaagaa 


ttc 




35 


<210> 6 









<211> 375 
<212> PRT 

<213> human neuorpeptide Y4 receptor 
40 <400> 6 

Met Asn Thr Ser His Leu Leu Ala Leu Leu Leu Pro Lys Ser Pro Gin 
1 5 10 15 

45 

Gly Glu Asn Arg Ser Lys Pro Leu Gly Thr Pro Tyr Asn Phe Ser Glu 
20 25 30 

50 His Cys Gin Asp Ser Val Asp Val Met Val Phe lie Val Thr Ser Tyr 
35 40 45 

Ser lie Glu Thr Val Val Gly Val Leu Gly Asn Leu Cys Leu Met Cys 
55 50 55 60 



60 



Val Thr Val Arg Gin Lys Glu Lys Ala Asn Val Thr Asn Leu Leu lie 
65 70 75 80 



Ala Asn Leu Ala Phe Ser Asp Phe Leu Met Cys Leu Leu Cys Gin Pro 
85 90 ~~ 95 
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Leu Thr Ala Val Tyr Thr lie Met Asp Tyr Trp lie Phe Gly Glu Thr 
100 105 110 

5 

Leu Cys Lys Met Ser Ala Phe lie Gin Cys Met Ser Val Thr Val Ser 
115 120 125 

10 He Leu Ser Leu Val Leu Val Ala Leu Glu Arg His Gin Leu He He 
130 135 140 



Asn Pro Thr Gly Trp Lys Pro Ser He Ser Gin Ala Tyr Leu Gly He 
15 145 150 155 160 



Val Leu He Trp Val He Ala Cys Val Leu Ser Leu Pro Phe Leu Ala 
165 170 175 

20 

Asn Ser He Leu Glu Asn Val Phe His Lys Asn His Ser Lys Ala Leu 
180 185 190 

25 

Glu Phe Leu Ala Asp Lys Val Val Cys Thr Glu Ser Trp Pro Leu Ala 
195 200 205 

30 His His Arg Thr He Tyr Thr Thr Phe Leu Leu Leu Phe Gin Tyr Cys 
210 215 220 



Leu Pro Leu Gly Phe He Leu Val Cys Tyr Ala Arg He Tyr Arg Arg 
35 225 230 235 ** 240 



Leu Gin Arg Gin Gly Arg Val Phe His Lys Gly Thr Tyr Ser Leu Arg 
245 250 " 255 

40 

Ala Gly His Met Lys Gin Val Asn Val Val Leu Val Val Met Val Val 
260 265 270 

45 

Ala Phe Ala Val Leu Trp Leu Pro Leu His Val Phe Asn Ser Leu Glu 
275 280 285 

50 Asp Trp His His Glu Ala He Pro He Cys His Gly Asn Leu He Phe 
290 295 300 



Leu Val Cys His Leu Leu Ala Met Ala Ser Thr Cys Val Asn Pro Phe 
55 305 310 315 320 



He Tyr Gly Phe Leu Asn Thr Asn Phe Lys Lys Glu He Lys Ala Leu 
325 330 ~ 335 

60 

Val Leu Thr Cys Gin Gin Ser Ala Pro Leu Glu Glu Ser Glu His Leu 
340 345 350 



WO 2005/026342 



PCT/AU2003/001227 



13 



Pro Leu Ser Thr Val His Thr Glu Val Ser Lys Gly Ser Leu Arg Leu 
355 360 365 



Ser Gly Arg Ser Asn Pro He 
370 375 



20 



25 



<210> 


7 


<211> 


1423 


<212> 


DNA 


<213> 


human neuropeptide 


<220> 




<221> 


CDS 


<222> 


(71) . . (1408) 


<223> 




<400> 


7 



gaaaggctat cggtaacaac tgacctgcca caaagttaga agaaaggatt gattcaagaa 60 

agactataat atg gat tta gag etc gac gag tat tat aac aag aca ctt 109 
Met Asp Leu Glu Leu Asp Glu Tyr Tyr Asn Lys Thr Leu 
15 10 



30 



gec aca gag aat aat act get gec act egg aat tct gat ttc cca gtc 
Ala Thr Glu Asn Asn Thr Ala Ala Thr Arg Asn Ser Asp Phe Pro Val 
15 20 25 

tgg gat gac tat aaa age agt gta gat gac tta cag tat ttt ctg att 
Trp Asp Asp Tyr Lys Ser Ser Val Asp Asp Leu Gin Tyr Phe Leu He 
30 35 40 45 



35 ggg etc tat aca ttt gta agt ctt ctt ggc ttt atg ggg aat eta ctt 
Gly Leu Tyr Thr Phe Val Ser Leu Leu Gly Phe Met Gly Asn Leu Leu 
50 55 60 



157 



205 



253 



att tta atg get etc atg aaa aag cgt aat cag aag act acg gta aac 
40 He Leu Met Ala Leu Met Lys Lys Arg Asn Gin Lys Thr Thr Val Asn 
65 70 75 



301 



45 



ttc etc ata ggc aat ctg gee ttt tct gat ate ttg gtt gtg ctg ttt 
Phe Leu He Gly Asn Leu Ala Phe Ser Asp He Leu Val Val Leu Phe 
80 85 90 



349 



50 



tgc tea cct ttc aca ctg acg tct gtc ttg ctg gat cag tgg atg ttt 397 
Cys Ser Pro Phe Thr Leu Thr Ser Val Leu Leu Asp Gin Trp Met Phe 
95 100 105 

ggc aaa gtc atg tgc cat att atg cct ttt ctt caa tgt gtg tea gtt 445 
Gly Lys Val Met Cys His He Met Pro Phe Leu Gin Cys Val Ser Val 
110 115 120 125 



55 ttg gtt tea act tta att tta ata tea att gec att gtc agg tat cat 
Leu Val Ser Thr Leu He Leu He Ser He Ala He Val Arg Tyr His 
130 135 140 



493 



atg ata aaa cat ccc ata tct aat aat tta aca gca aac cat ggc tac 
60 Met He Lys His Pro He Ser Asn Asn Leu Thr Ala Asn His Gly Tyr 
145 150 155 



541 



ttt ctg ata get act gtc tgg aca eta ggt ttt gec ate tgt tct ccc 
Phe Leu He Ala Thr Val Trp Thr Leu Gly Phe Ala He Cys Ser Pro 



589 
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160 165 170 

ctt cca gtg ttt cac agt ctt gtg gaa ctt caa gaa aca ttt ggt tea 637 
Leu Pro Val Phe His Ser Leu Val Glu Leu Gin Glu Thr Phe Gly Ser 
5 175 180 185 

gca ttg ctg age age agg tat tta tgt gtt gag tea tgg cca tct gat 685 
Ala Lsu Leu Ser Ser Arg Tyr Leu Cys Val Glu Ser Trp Pro Ser Asp 
190 195 200 205 

10 

tea tac aga att gee ttt act ate tct tta ttg eta gtt cag tat att 733 
Ser Tyr Arg lie Ala Phe Thr He Ser Leu Leu Leu Val Gin Tyr He 
210 215 220 

15 ctg ccc tta gtt tgt ctt act gta agt cat aca agt gtc tgc aga agt 781 
Leu Pro Leu Val Cys Leu Thr Val Ser His Thr Ser Val Cys Arg Ser 
225 230 235 

ata age tgt gga ttg tec aac aaa gaa aac aga ctt gaa gaa aat gag 829 
20 He Ser Cys Gly Leu Ser Asn Lys Glu Asn Arg Leu Glu Glu Asn Glu 
240 245 250 

atg ate aac tta act ctt cat cca tec aaa aag agt ggg cct cag gtg 877 
Met He Asn Leu Thr Leu His Pro Ser Lys Lys Ser Gly Pro Gin Val 
25 255 260 265 

aaa etc tct ggc age cat aaa tgg agt tat tea ttc ate aaa aaa cac 925 
Lys Leu Ser Gly Ser His Lys Trp Ser Tyr Ser Phe He Lys Lys His 
270 275 280 285 



30 



aga aga aga tat age aag aag aca gca tgt gtg tta cct get cca gaa 973 
Arg Arg Arg Tyr Ser Lys Lys Thr Ala Cys Val Leu Pro Ala Pro Glu 
290 ~ 295 300 



35 aga cct tct caa gag aac cac tec aga ata ctt cca gaa aac ttt ggc 1021 
Arg Pro Ser Gin Glu Asn His Ser Arg He Leu Pro Glu Asn Phe Gly 
305 310 315 

tct gta aga agt cag etc tct tea tec agt aag ttc ata cca ggg gtc 1069 
40 Ser Val Arg Ser Gin Leu Ser Ser Ser Ser Lys Phe He Pro Gly Val 
320 325 330 

ccc act tgc ttt gag ata aaa cct gaa gaa aat tea gat gtt cat gaa 1117 
Pro Thr Cys Phe Glu He Lys Pro Glu Glu Asn Ser Asp Val His Glu 
45 335 340 345 

ttg aga gta aaa cgt tct gtt aca aga ata aaa aag aga tct cga agt 1165 
Leu Arg Val Lys Arg Ser Val Thr Arg He Lys Lys Arg Ser Arg Ser 
350 355 360 365 



50 



gtt ttc tac aga ctg ace ata ctg ata tta gta ttt get gtt agt tgg 1213 
Val Phe Tyr Arg Leu Thr He Leu He Leu Val Phe Ala Val Ser Trp 
370 375 380 



55 atg cca eta cac ctt ttc cat gtg gta act gat ttt aat gac aat ctt 1261 

Met Pro Leu His Leu Phe His Val Val Thr Asp Phe Asn Asp Asn Leu 

385 390 395 

att tea aat agg cat ttc aag ttg gtg tat tgc att tgt cat ttg ttg 1309 

60 He Ser Asn Arg His Phe Lys Leu Val Tyr Cys He Cys His Leu Leu 
400 405 410 

ggc atg atg tec tgt tgt ctt aat cca att eta tat ggg ttt ctt aat 1357 

Gly Met Met Ser Cys Cys Leu Asn Pro He Leu Tyr Gly Phe Leu Asn 
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415 420 425 

aat ggg att aaa get gat tta gtg tec ctt ata cac tgt ctt cat atg 1405 
Asn Gly He Lys Ala Asp Leu Val Ser Leu He His Cys Leu His Met 
5 430 435 440 445 

taa taattctcac tgttt 1423 

10 <210> 8 

<211> 445 
<212> PRT 

<213> human neuropeptide Y5 receptor 
15 <400> 8 

Met Asp Leu Glu Leu Asp Glu Tyr Tyr Asn Lys Thr Leu Ala Thr Glu 
15 10 15 

20 

Asn Asn Thr Ala Ala Thr Arg Asn Ser Asp Phe Pro Val Trp Asp Asp 
20 25 30 

25 Tyr Lys Ser Ser Val Asp Asp Leu Gin Tyr Phe Leu He Gly Leu Tyr 
35 40 45 

Thr Phe Val Ser Leu Leu Gly Phe Met Gly Asn Leu Leu He Leu Met 
30 50 55 60 

Ala Leu Met Lys Lys Arg Asn Gin Lys Thr Thr Val Asn Phe Leu He 
65 70 75 80 

35 

Gly Asn Leu Ala Phe Ser Asp He Leu Val Val Leu Phe Cys Ser Pro 
85 90 95 

40 

Phe Thr Leu Thr Ser Val Leu Leu Asp Gin Trp Met Phe Gly Lys Val 
100 105 110 

45 Met Cys His He Met Pro Phe Leu Gin Cys Val Ser Val Leu Val Ser 
115 120 125 

Thr Leu He Leu He Ser He Ala He Val Arg Tyr His Met He Lys 
50 130 135 140 

His Pro He Ser Asn Asn Leu Thr Ala Asn His Gly Tyr Phe Leu He 
145 150 155 160 

55 

Ala Thr Val Trp Thr Leu Gly Phe Ala He Cys Ser Pro Leu Pro Val 
165 170 175 

60 

Phe His Ser Leu Val Glu Leu Gin Glu Thr Phe Gly Ser Ala Leu Leu 
180 185 190 
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Ser Ser Arg Tyr Leu Cys Val Glu Ser Trp Pro Ser Asp Ser Tyr Arg 
195 200 205 

5 lie Ala Phe Thr He Ser Leu Leu Leu Val Gin Tyr He Leu Pro Leu 
210 215 220 



Val Cys Leu Thr Val Ser His Thr Ser Val Cys Arg Ser He Ser Cys 
10 225 230 235 240 

Gly Leu Ser Asn Lys Glu Asn Arg Leu Glu Glu Asn Glu Met He Asn 
245 250 255 

15 

Leu Thr Leu His Pro Ser Lys Lys Ser Gly Pro Gin Val Lys Leu Ser 
260 265 270 

20 

Gly Ser His Lys Trp Ser Tyr Ser Phe He Lys Lys His Arg Arg Arg 
275 280 285 

25 Tyr Ser Lys Lys Thr Ala Cys Val Leu Pro Ala Pro Glu Arg Pro Ser 
290 295 300 



Gin Glu Asn His Ser Arg He Leu Pro Glu Asn Phe Gly Ser Val Arg 
30 305 310 315 320 



Ser Gin Leu Ser Ser Ser Ser Lys Phe He Pro Gly Val Pro Thr Cys 
325 330 335 

35 

Phe Glu He Lys Pro Glu Glu Asn Ser Asp Val His Glu Leu Arg Val 
340 345 350 

40 

Lys Arg Ser Val Thr Arg He Lys Lys Arg Ser Arg Ser Val Phe Tyr 
355 360 365 

45 Arg Leu Thr He Leu He Leu Val Phe Ala Val Ser Trp Met Pro Leu 
370 375 380 



His Leu Phe His Val Val Thr Asp Phe Asn Asp Asn Leu He Ser Asn 
50 385 390 395 400 

Arg His Phe Lys Leu Val Tyr Cys He Cys His Leu Leu Gly Met Met 
405 410 415 

55 

Ser Cys Cys Leu Asn Pro He Leu Tyr Gly Phe Leu Asn Asn Gly He 
420 425 430 

60 

Lys Ala Asp Leu Val Ser Leu He His Cys Leu His Met 
435 440 445 
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10 



<210> 9 

<211> 1903 

<212> DNA 

<213> human neuropeptide Y7 receptor 
<220> 

<221> CDS 
<223> 



15 



35 



55 



(369) . . {1595) 



<400> 9 

ctcgagatcc attgtgctct aaaggcctcc tgagtagctg ggactacagg cgcccgccac 60 



cacgcctggc taattttttt gtatttttag tagggacggc gtttcactgt gttagccaga 120 

tggtctccat ctcccgacct cgtgatccac ccacctcggc ctcccaaagt gctgggatta 180 

caggcgtgag accgcgcccg gccaatttcc tttcttagtt gcctctgccc acctcttctc 240 

20 ttctgcttcc atattacagg tttcctcagt tgcgaaatta ggatgttaat tatagctttt 300 

gacatacaag aaacatcaaa aagattgaat gtcttaataa gagtgaagca tgtagatcag 360 

tgactgct atg ttc ate atg aat gag aaa tgg gac aca aac tct tea gaa 410 
25 Met Phe He Met Asn Glu Lys Trp Asp Thr Asn Ser Ser Glu 

15 10 

aac tgg cat ccc ate tgg aat gtc aat gac aca aag cat cat ctg tac 458 
Asn Trp His Pro He Trp Asn Val Asn Asp Thr Lys His His Leu Tyr 
30 15 20 25 30 

tea gat att aat att ace tat gtg aac tac tat ctt cac cag cct caa 506 
Ser Asp He Asn He Thr Tyr Val Asn Tyr Tyr Leu His Gin Pro Gin 
35 40 45 



gtg gca gca ate ttc att att tec tac ttt ctg ate ttc ttt ttg tgc 554 
Val Ala Ala He Phe He He Ser Tyr Phe Leu He Phe Phe Leu Cys 
50 55 60 



40 atg atg gga aat act gtg gtt tgc ttt att gta atg agg aac aaa cat 602 

Met Met Gly Asn Thr Val Val Cys Phe He Val Met Arg Asn Lys His 
65 70 75 

atg cac aca gtc act aat etc ttc ate tta aac ctg gee ata agt gat 650 

45 Met His Thr Val Thr Asn Leu Phe He Leu Asn Leu Ala He Ser Asp 
80 85 90 

tta eta gtt ggc ata ttc tgc atg cct ata aca ctg ctg gac aat att 698 

Leu Leu Val Gly He Phe Cys Met Pro He Thr Leu Leu Asp Asn He 
50 95 100 105 110 

ata gca gga tgg cca ttt gga aac acg atg tgc aag ate agt gga ttg 7 46 

He Ala Gly Trp Pro Phe Gly Asn Thr Met Cys Lys He Ser Gly Leu 
115 120 125 



gtc cag gga ata tct gtc gca get tea gtc ttt acg tta gtt gca att 794 
Val Gin Gly He Ser Val Ala Ala Ser Val Phe Thr Leu Val Ala He 
130 135 140 



60 get gta gat agg ttc cag tgt gtg gtc tac cct ttt aaa cca aag etc 842 
Ala Val Asp Arg Phe Gin Cys Val Val Tyr Pro Phe Lys Pro Lys Leu 
145 150 155 

act ate aag aca gcg ttt gtc att att atg ate ate tgg gtc eta gee 890 
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Thr lie Lys Thr Ala Phe Val He He Met He He Trp Val Leu Ala 
160 165 170 

ate acc att atg tct cca tct gca gta atg tta cat gtg caa gaa gaa 938 

5 He Thr He Met Ser Pro Ser Ala Val Met Leu His Val Gin Glu Glu 

175 180 185 190 

aaa f af +-»/-• f-rrn rr+-/-r ai-ra /-.+-/-» a a rarr = = +- a = = •=% t->r* = i-r4- /-»/-> :=j /t4- j-» QQ£ 

WWW . **WW WWW WWW WWW WW.^ WWW WWW WWW WWW www. www ^wv» 

Lys Tyr Tyr Arg Val Arg Leu Asn Ser Gin Asn Lys Thr Ser Pro Val 

10 195 200 205 

tac tgg tgc egg gaa gac tgg cca aat cag gaa atg agg aag ate tac 1034 

Tyr Trp Cys Arg Glu Asp Trp Pro Asn Gin Glu Met Arg Lys He Tyr 
210 215 220 



15 



35 



55 



acc act gtg ctg ttt gec aac ate tac ctg get ccc etc tec etc att 1082 
Thr Thr Val Leu Phe Ala Asn He Tyr Leu Ala Pro Leu Ser Leu He 
225 230 235 



20 gtc ate atg tat gga agg att gga att tea etc ttc agg get gca gtt 1130 
Val He Met Tyr Gly Arg He Gly He Ser Leu Phe Arg Ala Ala Val 
240 245 . 250 

cct cac aca ggc agg aag aac cag gag cag tgg cac gtg gtg tec agg 1178 
25 Pro His Thr Gly Arg Lys Asn .Gin Glu Gin Trp His Val Val Ser Arg 
255 260 265 270 

aag aag cag aag ate att aag atg etc ctg att gtg gee ctg ctt ttt 1226 
Lys Lys Gin Lys He He Lys Met Leu Leu He Val Ala Leu Leu Phe 
30 275 280 285 

att etc tea tgg ctg ccc ctg tgg act eta atg atg etc tea gac tac 127 4 

He Leu Ser Trp Leu Pro Leu Trp Thr Leu Met Met Leu Ser Asp Tyr 
290 " 295 300 



get gac ctt tct cca aat gaa ctg cag ate ate aac ate tac ate tac 1322 
Ala Asp Leu Ser Pro Asn Glu Leu Gin He He Asn He Tyr He Tyr 
305 310 315 



40 cct ttt gca cac tgg ctg gca ttc ggc aac age agt gtc aat ccc ate 1370 
Pro Phe Ala His Trp Leu Ala Phe Gly Asn Ser Ser Val Asn Pro He 
320 325 330 

att tat ggt ttc ttc aac gag aat ttc cgc cgt ggt ttc caa gaa get 1418 
45 He Tyr Gly Phe Phe Asn Glu Asn Phe Arg Arg Gly Phe Gin Glu Ala 
335 340 345 350 

ttc cag etc cag etc tgc caa aaa aga gca aag cct atg gaa get tat 1466 
Phe Gin Leu Gin Leu Cys Gin Lys Arg Ala Lys Pro Met Glu Ala Tyr 
50 355 360 365 

acc eta aaa get aaa age cat gtg etc ata aac aca tct aat cag ctt 1514 
Thr Leu Lys Ala Lys Ser His Val Leu He Asn Thr Ser Asn Gin Leu 
370 375 380 



gtc cag gaa tct aca ttt caa aac cct cat ggg gaa acc ttg ctt tat 1562 
Val Gin Glu Ser Thr Phe Gin Asn Pro His Gly Glu Thr Leu Leu Tyr 
385 390 395 



60 agg aaa agt get gaa aac ccc aac agg aat tag tgatggaaga attaaaagaa 1615 
Arg Lys Ser Ala Glu Asn Pro Asn Arg Asn 
400 405 

actactaaca gcagtgagat ttaaaaagag ctagtgtgat aatcctaact ctactacgca 1675 



WO 2005/026342 



PCT/AU2003/001227 



19 



ttatatattt aaatccattg ctttttgtgg ctttgcactt caaatttttc aaagaatgtt 1735 
ctaaataaaa catttactga aagccctctc tggcaaaaaa attaaaaata aacaaaaatg 17 95 
gtcataagat cataaacaat cttatgttgt ataaaaatac gtagagtgac ttagacatgt 1855 

J- J J A_ i . -U „ i_ i- i_ — J . » — 4_ 4- — -> -i 1 ftA^ 

v_ v_y \_ci Ly clclu aaawauaui,u uuayayaa^a y u uaaaaaaa aaaaaaaa 

10 

<210> 10 
<21i> 408 
<212> PRT 

^ <213> human neuropeptide Y7 receptor 
<400> 10 

Met Phe lie Met Asn Glu Lys Trp Asp Thr Asn Ser Ser Glu Asn Trp 
15 10 15 

20 

His Pro lie Trp Asn Val Asn Asp Thr Lys His His Leu Tyr Ser Asp 
20 25 30 

25 

lie Asn lie Thr Tyr Val Asn Tyr Tyr Leu His Gin Pro Gin Val Ala 
35 40 45 

30 Ala lie Phe lie lie Ser Tyr Phe Leu lie Phe Phe Leu Cys Met Met 
50 55 60 

Gly Asn Thr Val Val Cys Phe lie Val Met Arg Asn Lys His Met His 
35 65 70 75 80 

Thr Val Thr Asn Leu Phe lie Leu Asn Leu Ala lie Ser Asp Leu Leu 
85 90 95 

40 

Val Gly lie Phe Cys Met Pro He Thr Leu Leu Asp Asn He He Ala 
100 105 110 

45 

Gly Trp Pro Phe Gly Asn Thr Met Cys Lys He Ser Gly Leu Val Gin 
115 ' 120 125 

50 Gly He Ser Val Ala Ala Ser Val Phe Thr Leu Val Ala He Ala Val 
130 135 140 

Asp Arg Phe Gin Cys Val Val Tyr Pro Phe Lys Pro Lys Leu Thr He 
55 145 150 155 160 

Lys Thr Ala Phe Val He He Met He He Trp Val Leu Ala He Thr 
165 170 175 

60 

He Met Ser Pro Ser Ala Val Met Leu His Val Gin Glu Glu Lys Tyr 
180 185 190 
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Tyr Arg Val Arg Leu Asn Ser Gin Asn Lys Thr Ser Pro Val Tyr Trp 
195 200 205 

5 

Cys Arg Glu Asp Trp Pro Asn Gin Glu Met Arg Lys He Tyr Thr Thr 
210 215 220 

10 Val Leu Phe Ala Asn He Tyr Leu Ala Pro Leu Ser Leu He Val He 
225 230 235 240 



Met Tyr Gly Arg He Gly He Ser Leu Phe Arg Ala Ala Val Pro His 
15 245 250 255 



Thr Gly Arg Lys Asn Gin Glu Gin Trp His Val Val Ser Arg Lys Lys 
260 265 270 

20 

Gin Lys He He Lys Met Leu Leu He Val Ala Leu Leu Phe He Leu 
275 280 285 

25 

Ser Trp Leu Pro Leu Trp Thr Leu Met Met Leu Ser Asp Tyr Ala Asp 
290 295 300 

30 Leu Ser Pro Asn Glu Leu Gin He He Asn He Tyr He Tyr Pro Phe 
305 310 315 320 



Ala His Trp Leu Ala Phe Gly Asn Ser Ser Val Asn Pro He He Tyr 
35 325 330 335 



Gly Phe Phe Asn Glu Asn Phe Arg Arg Gly Phe Gin Glu Ala Phe Gin 
340 345 350 

40 

Leu Gin Leu Cys Gin Lys Arg Ala Lys Pro Met Glu Ala Tyr Thr Leu 
355 360 365 

45 

Lys Ala Lys Ser His Val Leu He Asn Thr Ser Asn Gin Leu Val Gin 
370 375 380 

50 Glu Ser Thr Phe Gin Asn Pro His Gly Glu Thr Leu Leu Tyr Arg Lys 
385 390 395 400 



Ser Ala Glu Asn Pro Asn Arg Asn 
55 405 



<210> 11 

<211> 1980 

60 <212> DNA 

<213> mouse neuropeptide Yl receptor 



<220> 

<221> CDS 
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<222> (135) . . (1283) 
<223> 

<400> 11 

5 agggaatgaa gaactgagaa ttatcttggt gaatggattc aaatatatgg aataagagta 60 

tgctgaagat ttgatccgtt ttgaagaact ataactgtcc atttatctaa tcggtaacaa 120 

caaaacataa aaaa atg aac tea act ctg ttc tec aag gtt gaa aat cac 170 
10 Met Asn Ser Thr Leu Phe Ser Lys Val Glu Asn His 

15 10 

tea att cac tat aat gec tea gag aat tct cca ctt ctg get ttt gaa 218 
Ser He His Tyr Asn Ala Ser Glu Asn Ser Pro Leu Leu Ala Phe Glu 
15 15 20 25 

aat gat gac tgc cac ctg ccc ttg get gtg ata ttc ace ttg get etc 266 
Asn Asp Asp Cys His Leu Pro Leu Ala Val He Phe Thr Leu Ala Leu 
30 . 35 40 



20 



40 



60 



get tat ggg gcg gtg att att ctt ggc gtc tct gga aac ctg gca ttg 314 
Ala Tyr Gly Ala Val He He Leu Gly Val Ser Gly Asn Leu Ala Leu 
45 50 55 60 



25 ate ata ate att ctg aaa cag aag gag atg aga aat gtc ace aac att 362 
He He He He Leu Lys Gin Lys Glu Met Arg Asn Val Thr Asn He 
65 70 " 75 

ctg ate gtg aac etc tec ttc tea gac ttg etc gtt gcg gtc atg tgt 410 
30 Leu He Val Asn Leu Ser Phe Ser Asp Leu Leu Val Ala Val Met Cys 
80 85 90 

etc ccg ttc act ttt gta tat aca ctg atg gac cac tgg gtc ttc ggg 458 
Leu Pro Phe Thr Phe Val Tyr Thr Leu Met Asp His Trp Val Phe Gly 
35 95 100 105 

gag ace atg tgc aaa ctg aat ccc ttt gta cag tgt gtc tec ate aca 506 
Glu Thr Met Cys Lys Leu Asn Pro Phe Val Gin Cys Val Ser He Thr 
110 115 120 



gta tec att ttc teg ctg gtt etc ate, get gtg gaa egg cat cag eta 554 
Val Ser He Phe Ser Leu Val Leu He Ala Val Glu Arg His Gin Leu 
125 130 135 140 



45 ate ate aac cca aga ggg tgg aga cca aac aat aga cat get tac ata 602 
He He Asn Pro Arg Gly Trp Arg Pro Asn Asn Arg His Ala Tyr He 
145 150 155 

ggc att act gtc att tgg gtc ctt gca gtg get tct tct ctg ccc ttt 650 
50 Gly He Thr Val He Trp Val Leu Ala Val Ala Ser Ser Leu Pro Phe 
160 165 170 

gtg ate tat caa att ctg ace gac gag ccc ttc caa aat gtg tea ctt 698 
Val He Tyr Gin He Leu Thr Asp Glu Pro Phe Gin Asn Val Ser Leu 
55 175 180 185 

gcg gcg ttc aag gac aag tat gtg tgc ttt gac aaa ttc cca tct gac 746 
Ala Ala Phe Lys Asp Lys Tyr Val Cys Phe Asp Lys Phe Pro Ser Asp 
190 195 200 



tct cac agg ctg tct tac acg act etc etc ctg gtg ctg cag tat ttc 794 
Ser His Arg Leu Ser Tyr Thr Thr Leu Leu Leu Val Leu Gin Tyr Phe 
205 210 215 220 
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ggc cca etc tgc ttt ata ttc ata tgc tac ttc aag ata tac att cgc 842 
Gly Pro Leu Cys Phe lie Phe lie Cys Tyr Phe Lys He Tyr He Arg 
225 230 235 

5 ttg aaa agg aga aac aac atg atg gac aag ate egg gac agt aag tac 890 
Leu Lys Arg Arg Asn Asn Met Met Asp Lys He Arg Asp Ser Lys Tyr 
240 245 250 

agg tec agt gag acc aag cga ate aac ate atg ctg etc tec att gtg 938 
10 Arg Ser Ser Glu Thr Lys Arg He Asn He Met Leu Leu Ser He Val 
255 260 265 

gtc gee ttc gec gtc tgc tgg ctg ccc ctt acc ate ttc aac act gtg 986 
Val Ala Phe Ala Val Cys Trp Leu Pro Leu Thr He Phe Asn Thr Val 
15 270 275 280 

ttc gac tgg aac cac cag ate att gee acc tgc aac cac aat ctg ctg 1034 
Phe Asp Trp Asn His Gin He He Ala Thr Cys Asn His Asn Leu Leu 
285 290 295 300 



20 



40 



50 



60 



ttt ctg etc tgt cac etc acc gee atg ate tec acc tgc gtc aac ccc 1082 
Phe Leu Leu Cys His Leu Thr Ala Met He Ser Thr Cys Val Asn Pro 
305 310 315 



25 ate ttt tat gga ttc ctg aac aaa aat ttc cag aga gac ttg cag ttc 1130 

He Phe Tyr Gly Phe Leu Asn Lys Asn Phe Gin Arg Asp Leu Gin Phe 
320 325 330 

ttc ttc aac ttt tgt gac ttc egg tct cga gac gat gac tac gag acc 1178 

30 Phe Phe Asn Phe Cys Asp Phe Arg Ser Arg Asp Asp Asp Tyr Glu Thr 
335 340 345 

ata gee atg tct acc atg cat acg gat gtg tec aag acg tct ctg aag 1226 

He Ala Met Ser Thr Met His Thr Asp Val Ser Lys Thr Ser Leu Lys 
35 350 355 360 

cag get age cca gtc gca ttt aaa aaa ate agt atg aat gac aat gaa 1274 

Gin Ala Ser Pro Val Ala Phe Lys Lys He Ser Met Asn Asp Asn Glu 
365 370 375 380 



aaa gtc tga agetgetcag agcatatggt cccaggccat atctgtggaa 1323 
Lys Val 



aaacaagcac 


agcctgccgc 


atgetttett 


tacctatget 


ctgggggaac 


ggaatgaggc 


1383 


gcgcttggaa 


agcccaggac 


atctgtgtta 


aatttgactg 


cttttgatgg 


ttgecctgat 


1443 


tacttagaaa 


tctagattac 


tttgtaatct 


atctctggca 


acagttttga 


ctagatgtcc 


1503 


tgtgtgtgtg 


tgtgtgtgtg 


tgtgtgtgtg 


tgtgtgtgtg 


tgtgtgtgta 


tgtgtgtgcg 


1563 


cgcgcgcgcg 


cgcgcacgtg 


caaaagagaa 


agagagagag 


agaaggagag 


agacagacag 


1623 


actgcctgtc 


tgtctgtctg 


tctgtctttc 


tttatgtatg 


tgtttgaatt 


atgcatatga 


1683 


caaagagttt 


tacattgtgt 


ttgttggagt 


gaatttctct 


gaagtaatgt 


catgagctca 


1743 


tttcaaaagc 


agtcaccacc 


tgatattctc 


gagaggctga 


attttcaaga 


tcagatgaga 


1803 


tttccgagac 


cccggactac 


cttcgttccc 


tgctaggcat 


catcttagtc 


tgtcacaagg 


1863 


gtgacagtat 


acaaagtcac 


ctttttgaat 


gtgcctgagt 


caaaagagtg 


tctgaagtca 


1923 
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tttggcagca tcttttcctt ttcctctcta tttctgtaag gactcaattt cttatac 1980 

<210> 12 
5 <211> 382 
<212> PRT 

<213> mouse neuropeptide Yl receptor 
<400> 12 

10 

Met Asn Ser Thr Leu Phe Ser Lys Val Glu Asn His Ser lie His Tyr 
15 10 15 

15 Asn Ala Ser Glu Asn Ser Pro Leu Leu Ala Phe Glu Asn Asp Asp Cys 
20 25 30 

His Leu Pro Leu Ala Val lie Phe Thr Leu Ala Leu Ala Tyr Gly Ala 
20 35 40 45 

Val lie lie Leu Gly Val Ser Gly Asn Leu Ala Leu lie lie lie lie 
50 55 60 

25 

Leu Lys Gin Lys Glu Met Arg Asn Val Thr Asn lie Leu lie Val Asn 
65 70 75 80 

30 

Leu Ser Phe Ser Asp Leu Leu Val Ala Val Met Cys Leu Pro Phe Thr 
85 90 95 

35 Phe Val Tyr Thr Leu Met Asp His Trp Val Phe Gly Glu Thr Met Cys 
100 105 110 

Lys Leu Asn Pro Phe Val Gin Cys Val Ser lie Thr Val Ser lie Phe 
40 115 ^ 120 125 

Ser Leu Val Leu lie Ala Val Glu Arg His Gin Leu lie lie Asn Pro 
130 135 140 

45 

Arg Gly Trp Arg Pro Asn Asn Arg His Ala Tyr lie Gly lie Thr Val 
145 150 155 160 

50 

He Trp Val Leu Ala Val Ala Ser Ser Leu Pro Phe Val He Tyr Gin 
165 170 175 

55 He Leu Thr Asp Glu Pro Phe Gin Asn Val Ser Leu Ala Ala Phe Lys 
180 185 190 

Asp Lys Tyr Val Cys Phe Asp Lys Phe Pro Ser Asp Ser His Arg Leu 
60 195 200 205 

Ser Tyr Thr Thr Leu Leu Leu Val Leu Gin Tyr Phe Gly Pro Leu Cys 
210 215 220 
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Phe He Phe He Cys Tyr Phe Lys He Tyr lie Arg Leu Lys Arg Arg 
225 230 235 ' 240 

Asn Asn Met Met Asp Lys He Arg Asp Ser Lys Tyr Arg Ser Ser Glu 

245 250 " ~ 255 

10 

Thr Lys Arg He Asn He Met Leu Leu Ser He Val Val Ala Phe Ala 
260 265 270 

15 Val Cys Trp Leu Pro Leu Thr He Phe Asn Thr Val Phe Asp Trp Asn 
275 280 285 

His Gin He He Ala Thr Cys Asn His Asn Leu Leu Phe Leu Leu Cys 
20 290 295 300 



His Leu Thr Ala Met He Ser Thr Cys Val Asn Pro He Phe Tyr Gly 
305 310 315 320 

Phe Leu Asn Lys Asn Phe Gin Arg Asp Leu Gin Phe Phe Phe Asn Phe 
325 330 335 

30 

Cys Asp Phe Arg Ser Arg Asp Asp Asp Tyr Glu Thr He Ala Met Ser 
340 345 350 

35 Thr Met His Thr Asp Val Ser Lys Thr Ser Leu Lys Gin Ala Ser Pro 
355 360 365 

Val Ala Phe Lys Lys lie Ser Met Asn Asp Asn Glu Lys Val 
40 370 375 380 

<210> 13 

<211> 2650 

45 <212> DNA 

<213> mouse neuropeptide Y2 receptor 

<220> 
<221> CDS 
50 <222> (781) (1938) 
<223> 

<400> 13 



55 


acagtcaaca 


cgcggaaggt 


ggagaaagtt 


gtattggtga ggcttattgg 


ttagaaagac 


60 


cattctagtt 


ggtgacttcc 


agaccagtga 


gaaggcctgt ctcaaaaaac 


aatgtggatg 


120 




gcacctgagg 


aatgatacct 


gagggttgct 


tttgactata gacacagatg 


ttcacactga 


180 


60 


accacccaca 


ccccccccca 


cacacacacc 


agaggggggg ggggcttatg 


tgcacaagaa 


240 




gtgaaagaaa 


aaagggctgt 


gtgagaatcc 


agctgttttg ccttatttta 


atctcccaaa 


300 




gatcaggtgc 


tcagcacatg 


cagatgtttg 


cccctttgtt atattttagg 


ctgctgtata 


360 
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35 



55 





^* a a q ^ «a ^ 4* ^ 


aagtgggtga 


o 4™ +- 4" ^ ^ ^ 4* 
CaCLLLCCtt 


taagttaatg tgttgacttc 


420 


d Lay lqu i, i— d 


Ldaaa Ltyat 






tgcattaaaa tggaatttat 


480 


ttgatctcac 


tcattgtgga 


gctgattctc 


tctctaacag 


gaaagtgtag ttttgtcatg 


540 


atcatagata 


ttttgaattc 


ctgagttcat 


ccatccctag 


ttgttaatcg acttatgtaa 


600 


aggatttgct 


tcatcaagct 


tttgcaagat 


ctacagtgtg 


atgaatcaga acacagctat 


660 


ccagagagct 


cactctaaac 


taaatcaatc 


cctttagaat 


ggttctctgt ttcactaact 


720 


tttttttaat 


gtcattttta 


ttatagattc 


ttgtgttatt 


tacaggccaa gtgagagtga 


780 


atg gtt ctg aag atg ggc ccg gta ggt gca gag 
Met Val Leu Lys Met Gly Pro Val Gly Ala Glu 


gca gat gag aat caa 
Ala Asp Glu Asn Gin 


828 



10 



15 



15 10 15 

20 act gta gaa gtg aaa gtg gag ccc tat ggg cca ggg cac act act cct 87 6 

Thr Val Glu Val Lys Val Glu Pro Tyr Gly Pro Gly His Thr Thr Pro 
20 25 ~ 30 

aga ggt gag ttg ccc cct gat ccg gag ccg gag etc ata gac age acc 924 

25 Arg Gly Glu Leu Pro Pro Asp Pro Glu Pro Glu Leu lie Asp Ser Thr 

35 40 45 

aaa ctg gtc gag gtg cag gtg ate etc ata ttg gee tac tgc tec ate 972 

Lys Leu Val Glu Val Gin Val lie Leu He Leu Ala Tyr Cys Ser lie 
30 50 55 60 



ate ttg eta ggg gta gtt ggc aac tec ctg gta ate cat gtg gta ate 1020 

He Leu Leu Gly Val Val Gly Asn Ser Leu Val He His Val Val He 
65 70 75 80 

aaa ttc aag age atg cgc aca gta acc aac ttt ttt att gec aac ctg 1068 

Lys Phe Lys Ser Met Arg Thr Val Thr Asn Phe Phe He Ala Asn Leu 

85 90 95 



40 get gtg gcg gat ctt ttg gtg aac acc ctg tgc ctg cca ttc act ctt 1116 
Ala Val Ala Asp Leu Leu Val Asn Thr Leu Cys Leu Pro Phe Thr Leu 
100 105 110 

acc tat acc ttg atg gga gag tgg aaa atg ggt ccg gtc ttg tgc cat 1164 
45 Thr Tyr Thr Leu Met Gly Glu Trp Lys Met Gly Pro Val Leu Cys His 
115 120 ~ 125 

ttg gtg ccc tat gec cag ggt ctg gcg gta caa gtg tec aca ata act 1212 
Leu Val Pro Tyr Ala Gin Gly Leu Ala Val Gin Val Ser Thr He Thr 
50 130 135 140 

ttg aca gtc att get ctg gac cgc cat cgt tgc att gtc tac cac ctg 1260 
Leu Thr Val He Ala Leu Asp Arg His Arg Cys He Val Tyr His Leu 
145 150 155 160 



gag age aag ate tec aag cga ate age ttc ctg ate att ggc. ctg gee 1308 
Glu Ser Lys He Ser Lys Arg He Ser Phe Leu He He Gly Leu Ala 
165 170 175 



60 tgg ggc ate age get ctg ctg gca agt cca ctg gee ate ttc egg gaa 1356 
Trp Gly He Ser Ala Leu Leu Ala Ser Pro Leu Ala He Phe Arg Glu 
180 185 190 

tac tec ctg att gag ate att cct gac ttt gag att gtg gec tgt acc 1404 
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Tyr Ser Leu lie Glu lie lie Pro Asp Phe Glu lie Val Ala Cys Thr 

195 200 205 

gag aag tgg cct ggg gaa gag aag agt gtg tat ggt aca gtc tac age 1452 

D Glu Lys Trp Pro Gly Glu Glu Lys Ser Val Tyr Gly Thr Val Tyr Ser 

210 215 220 

ctt tec acc ctg etc ate etg tac gtt bug cct ctg ggc ate ata tct 1500 

Leu Ser Thr Leu Leu lie Leu Tyr Val Leu Pro Leu Gly lie He Ser 
10 225 230 235 240 



15 



20 



ttc tec tac acc cgt ate tgg agt aag ctg agg aac cac gtc agt cct 1548 
Phe Ser Tyr Thr Arg He Trp Ser Lys Leu Arg Asn His Val Ser Pro 
245 250 255 

gga get gca agt gac cat tac cat cag cga agg cac aaa atg acc aaa 1596 
Gly Ala Ala Ser Asp His Tyr His Gin Arg Arg His Lys Met Thr Lys 
260 265 270 

atg ctg gtg tgc gtg gta gtg gtg ttt gca gtc age tgg eta ccc etc 1644 
Met Leu Val Cys Val Val Val Val Phe Ala Val Ser Trp Leu Pro Leu 
275 280 285 



40 



cac gee ttc caa etc get gtg gac ate gac age cac gtc ctg gac ctg 1692 
His Ala Phe Gin Leu Ala Val Asp He Asp Ser His Val Leu Asp Leu 
290 295 300 

aag gag tac aaa etc ate ttc acc gtg ttc cac att ate gee atg tgc 1740 
Lys Glu Tyr Lys Leu He Phe Thr Val Phe His He He Ala Met Cys 
30 305 310 315 320 

tec acc ttt gee aac ccc ctt etc tat ggt tgg atg aat age aac tac 1788 
Ser Thr Phe Ala Asn Pro Leu Leu Tyr Gly Trp Met Asn Ser Asn Tyr 

35 325 330 335 

aga aaa get ttc etc teg gee ttc cgc tgt gag cag agg ttg gat gee 1836 
Arg Lys Ala Phe Leu Ser Ala Phe Arg Cys Glu Gin Arg Leu Asp Ala 
340 345 350 

att cac teg gag gtg tct atg acc ttc aag get aaa aag aac ctg gaa 1884 
He His Ser Glu Val Ser Met Thr Phe Lys Ala Lys Lys Asn Leu Glu 
355 360 365 

gtc aaa aag aac aat ggc ccc act gac tct ttt teg gag get acc aat 1932 
43 Val Lys Lys Asn Asn Gly Pro Thr Asp Ser Phe Ser Glu Ala Thr Asn 
370 375 380 

gtg taa ggacacaggt gtgaaagcac atgggtgaat tgtaaccagc gctgccaatc 1988 
50 385 

tggttaggga aggttttctg gecagtgeat gcagacctcc cattgtattg actcaaaaag 2048 

^ caacagaacc gaagccccag cagttttatt tctggaaaac tggctggcag aaggaggtaa 2108 

aaataaacag attgecatgg cacaacgttc tgattaccga tgcttggatt gtaggttgaa 2168 

ttatgagtag agaagggaag gaaaacagaa caaggagttg gcaccagcat ggttaaaagg 2228 

60 gagaagtaag tgttatctct gagagcacag taggatctgc atcaggcaca ctgtggactc 2288 

catgggctcc ctcatcactt gatgaaaagc tgctaaacaa ctcagatttc cctagggagc 2348 

tacaggctct ctgttagggt gttttggttt tattgtcttt cctaagatga aacccaaatg 2408 
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agaatgctat aggtaaacat ggcttgctac ctaaggcggt gacttcaaga taacgtcaag 2468 

^ agaataaaca catttgctat acgagtaatg ttttggcaat gatgggagag attcttatat 2528 

aatcagtgag caattagttg ttgttcagat caaatgcact actgttgaaa gtttgttttt 2588 

tagttcagaa tcaaastctg aaattatcat actyaaaayy aatyaaaaca attycttiLaL 2646 

10 tt 2650 

<210> 14 

<211> 385 

15 <212> PRT 

<213> mouse neuropeptide Y2 receptor 

<400> 14 

20 Met Val Leu Lys Met Gly Pro Val Gly Ala Glu Ala Asp Glu Asn Gin 
15 10 15 

Thr Val Glu Val Lys Val Glu Pro Tyr Gly Pro Gly His Thr Thr Pro 
25 20 25 30 

Arg Gly Glu Leu Pro Pro Asp Pro Glu Pro Glu Leu lie Asp Ser Thr 
35 40 45 

30 

Lys Leu Val Glu Val Gin Val lie Leu lie Leu Ala Tyr Cys Ser lie 
50 55 60 

35 

lie Leu Leu Gly Val Val Gly Asn Ser Leu Val lie His Val Val lie 
65 70 75 80 

40 Lys Phe Lys Ser Met Arg Thr Val Thr Asn Phe Phe lie Ala Asn Leu 

85 90 95 

Ala Val Ala Asp Leu Leu Val Asn Thr Leu Cys Leu Pro Phe Thr Leu 
45 100 105 110 

Thr Tyr Thr Leu Met Gly Glu Trp Lys Met Gly Pro Val Leu Cys His 
115 120 125 

50 

Leu Val Pro Tyr Ala Gin Gly Leu Ala Val Gin Val Ser Thr lie Thr 
130 135 140 

55 

Leu Thr Val lie Ala Leu Asp Arg His Arg Cys He Val Tyr His Leu 
145 150 155 160 

60 Glu Ser Lys He Ser Lys Arg He Ser Phe Leu He He Gly Leu Ala 

165 170 175 



Trp Gly He Ser Ala Leu Leu Ala Ser Pro Leu Ala He Phe Arg Glu 
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180 185 190 



Tyr Ser Leu lie Glu lie lie Pro Asp Phe Glu lie Val Ala Cys Thr 
5 195 200 " 205 



ialu Lys xrp rro Gly Glu ^lu Lys ser val xyr lily xhr Val Tyr Ser 
210 215 220 

10 

Leu Ser Thr Leu Leu He Leu Tyr Val Leu Pro Leu Gly He He Ser 
225 230 235 240 

15 

Phe Ser Tyr Thr Arg He Trp Ser Lys Leu Arg Asn His Val Ser Pro 
245 "* 250 " 255 

20 Gly Ala Ala Ser Asp His Tyr His Gin Arg Arg His Lys Met Thr Lys 
260 265 270 



Met Leu Val Cys Val Val Val Val Phe Ala Val Ser Trp Leu Pro Leu 
25 275 280 285 



His Ala Phe Gin Leu Ala Val Asp He Asp Ser His Val Leu Asp Leu 
290 295 300 

30 

Lys Glu Tyr Lys Leu He Phe Thr Val Phe His He He Ala Met Cys 
305 310 315 320 

35 

Ser Thr Phe Ala Asn Pro Leu Leu Tyr Gly Trp Met Asn Ser Asn Tyr 
325 330 335 

40 Arg Lys Ala Phe Leu Ser Ala Phe Arg Cys Glu Gin Arg Leu Asp Ala 
340 345 350 



He His Ser Glu Val Ser Met Thr Phe Lys Ala Lys Lys Asn Leu Glu 
45 355 360 365 



Val Lys Lys Asn Asn Gly Pro Thr Asp Ser Phe Ser Glu Ala Thr Asn 
370 375 380 

50 

Val 
385 

55 

<210> 15 
<211> 1709 
<212> DNA 

<213> mouse neuropeptide Y4 receptor 

60 

<220> 

<221> CDS 

<222> (204) . . (1331) 

<223> 



WO 2005/026342 



PCT/AU2003/001227 



29 



10 



15 



<400> 15 

atgcctgcct cttaccttaa gccttgtatg atagcctcca atgccatgag atataagcag 60 

ccaagaacct tttcccttgc ccttatcgtt acctggttcc attgtagatg catggtcctt 120 

gagttccatt tgtttgtttt gcaggctgca tctctgaagt aggcccttta ctcctggagt 180 

tcccggatct tctcacacct acc atg aat acc tct cat ttc ttg gcc cct etc 233 

Met Asn Thr Ser His Phe Leu Ala Pro Leu 
15 10 

ttc cca gga tec eta cag ggt aag aat ggg acc aat cca ttg gat tec 281 
Phe Pro Gly Ser Leu Gin Gly Lys Asn Gly Thr Asn Pro Leu Asp Ser 
15 20 25 



20 



25 



ccc tat aat ttc tct gat ggc tgc cag gat teg gca gaa ctg ttg gcc 329 
Pro Tyr Asn Phe Ser Asp Gly Cys Gin Asp Ser Ala Glu Leu Leu Ala 
30 35 40 

ttc ate ate acc acc tac age att gag acc ate tta ggg gtc ctg gga 377 
Phe lie He Thr Thr Tyr Ser He Glu Thr He Leu Gly Val Leu Gly 
45 50 55 

aac etc tgc ttg ata ttt gtg acc aca aga caa aag gaa aag tec aat 425 
Asn Leu Cys Leu He Phe Val Thr Thr Arg Gin Lys Glu Lys Ser Asn 
60 65 70 



gtg acc aac eta etc att gcc aac ctg gcc ttc tct gac ttc etc atg 
30 Val Thr Asn Leu Leu He Ala Asn Leu Ala Phe Ser Asp Phe Leu Met 
75 80 85 90 



473 



35 



40 



tgc etc ate tgc caa cca etc aca gtc acc tac acc ate atg gat tac 
Cys Leu He Cys Gin Pro Leu Thr Val Thr Tyr Thr He Met Asp Tyr 
95 100 105 

tgg ate ttt ggt gaa gtc ctt tgc aag atg tta act ttc ate cag tgt 
Trp He Phe Gly Glu Val Leu Cys Lys Met Leu Thr Phe He Gin Cys 
110 115 120 

atg tea gtg aca gtc tec ate etc tea ctg gtc ctt gtg gcc ctg gag 
Met Ser Val Thr Val Ser He Leu Ser Leu Val Leu Val Ala Leu Glu 
125 130 135 



45 aga cac cag etc att ate aat cca aca ggc tgg aaa ccc agt att ttc 
Arg His Gin Leu He He Asn Pro Thr Gly Trp Lys Pro Ser He Phe 
140 145 150 



521 



569 



617 



665 



cag gcc tac ctg ggg att gtg gtc ate tgg ttc ate tct tgt ttc ctt 
50 Gin Ala Tyr Leu Gly He Val Val He Trp Phe He Ser Cys Phe Leu 
155 160 165 170 



713 



55 



tec ttg ccg ttc ctg gcc aac age acc ctg aat gac etc ttc cac tac 
Ser Leu Pro Phe Leu Ala Asn Ser Thr Leu Asn Asp Leu Phe His Tyr 
175 180 185 



761 



60 



aac cac tct aag gtt gta gag ttt ctg gaa gac aag gtc gtc tgc ttt 

Asn His Ser Lys Val Val Glu Phe Leu Glu Asp Lys Val Val Cys Phe 
190 195 200 

gtg tec tgg tct tea gat cac cac cgt etc ate tat acc acc ttt ctg 

Val Ser Trp Ser Ser Asp His His Arg Leu He Tyr Thr Thr Phe Leu 
205 210 215 



809 



857 
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ctg etc ttt cag tac tgc ate cct eta gee ttc ate ctg gtc tgc tac 905 
Leu Leu Phe Gin Tyr Cys lie Pro Leu Ala Phe lie Leu Val Cys Tyr 
220 225 230 

5 ata cgc ate tac cag cgc ctg cag agg cag aag cat gtg ttc cat gcg 953 
lie Arg lie Tyr Gin Arg Leu Gin Arg Gin Lys His Val Phe His Ala 
235 240 245 250 

cac get tgc age tea cga gcg ggg cag atg aag egg ate aac age atg 1001 
10 His Ala Cys Ser Ser Arg Ala Gly Gin Met Lys Arg lie Asn Ser Met 

255 260 265 

etc atg aca atg gtg act gec ttt gca gtt etc tgg eta ccc ctg cat 1049 
Leu Met Thr Met Val Thr Ala Phe Ala Val Leu Trp Leu Pro Leu His 
15 270 275 280 

gtg ttc aac act ctg gag gac tgg tac cag gaa gec ate cct get tgc 1097 
Val Phe Asn Thr Leu Glu Asp Trp Tyr Gin Glu Ala lie Pro Ala Cys 
285 290 295 



20 



cat ggc aac etc ate ttc ttg atg tgc cac ctg ttg gee atg get tec 1145 
His Gly Asn Leu lie Phe Leu Met Cys His Leu Leu Ala Met Ala Ser 
300 305 310 



25 acc tgt gtc aac cct ttc ate tat ggc ttt etc aac ate aac ttc aag 1193 
Thr Cys Val Asn Pro Phe lie Tyr Gly Phe Leu Asn lie Asn Phe Lys 
315 320 325 330 

aag gat ate aag get ctg gtg ctg acc tgc cat tgc agg tea cct caa 1241 
30 Lys Asp lie Lys Ala Leu Val Leu Thr Cys His Cys Arg Ser Pro Gin 

335 340 345 

ggg gag tct gag cat ctg ccc ctg tec act gtt cac acg gac etc tec 1289 
Gly Glu Ser Glu His Leu Pro Leu Ser Thr Val His Thr Asp Leu Ser 
35 - 350 355 360 

aag gga teg atg agg atg ggt age aag tct aac ttc ata tag 1331 

Lys Gly Ser Met Arg Met Gly Ser Lys Ser Asn Phe lie 
365 370 375 

40 

ttgtgtctgg gcttttccct accatttttt ttgacacatc ctttcactta gttaagaaga 1391 

cacattgeag gctgtgatag catcctgtca tttctggctt ttggggccca gataggttgg 1451 

45 caagagactt gaagcttggc attcagatgg tttagecett tgcttctgag agatctctga 1511 

gtcaggattc tgcagatcac agagggaact ttgtggcttg agetgeaagg gtattagagt 1571 

cagaagtggc tgactctcac agccactcag tacagatgee tggcccaaaa gccttcatct 1631 

atgtcctgac cattcagcta acctgccttt ggtgatgtgc ttatgttctt ccaagggatg 1691 

ttgggtgttt cagtatgg 1709 



50 



55 



60 



<210> 16 
<211> 375 
<212> PRT 

<213> mouse neuropeptide Y4 receptor 
<400> 16 

Met Asn Thr Ser His Phe Leu Ala Pro Leu Phe Pro Gly Ser Leu Gin 
15 10 15 
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31 



Gly Lys Asn Gly Thr Asn Pro Leu Asp Ser Pro Tyr Asn Phe Ser Asp 
20 25 30 - 



Gly Cys Gin Asp Ser Ala Glu Leu Leu Ala Phe He He Thr Thr Tyr 

•3 c r. r\ a r 

«4U fkO 



Ser He Glu Thr He Leu Gly Val Leu Gly Asn Leu Cys Leu He Phe 
50 55 60 



15 Val Thr Thr Arg Gin Lys Glu Lys Ser Asn Val Thr Asn Leu Leu He 
65 70 75 80 



Ala Asn Leu Ala Phe Ser Asp Phe Leu Met Cys Leu He Cys Gin Pro 
20 85 90 " 95 



25 



Leu Thr Val Thr Tyr Thr He Met Asp Tyr Trp He Phe Gly Glu Val 
100 105 110 



30 



Leu Cys Lys Met Leu Thr Phe He Gin Cys Met Ser Val Thr Val Ser 
115 120 125 



He Leu Ser Leu Val Leu Val Ala Leu Glu Arg His Gin Leu He He 
130 135 140 



35 Asn Pro Thr Gly Trp Lys Pro Ser He Phe Gin Ala Tyr Leu Gly He 
145 150 155 160 



Val Val He Trp Phe He Ser Cys Phe Leu Ser Leu Pro Phe Leu Ala 
40 165 170 175 



45 



Asn Ser Thr Leu Asn Asp Leu Phe His Tyr Asn His Ser Lys Val Val 
180 185 190 



50 



Glu Phe Leu Glu Asp Lys Val Val Cys Phe Val Ser Trp Ser Ser Asp 
195 200 205 



His His Arg Leu He Tyr Thr Thr Phe Leu Leu Leu Phe Gin Tyr Cys 
210 215 220 



55 He Pro Leu Ala Phe He Leu Val Cys Tyr lie Arg He Tyr Gin Arg 
225 230 235 240 



Leu Gin Arg Gin Lys His Val Phe His Ala His Ala Cys Ser Ser Arg 
60 245 250 255 



Ala Gly Gin Met Lys Arg He Asn Ser Met Leu Met Thr Met Val Thr 
260 265 270 
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Ala Phe Ala Val Leu Trp Leu Pro Leu His Val Phe Asn Thr Leu Glu 
275 280 285 

5 

Asp Trp Tyr Gin Glu Ala He Pro Ala Cys His Gly Asn Leu He Phe 

10 

Leu Met Cys His Leu Leu Ala Met Ala Ser Thr Cys Val Asn Pro Phe 
305 310 315 320 

15 He Tyr Gly Phe Leu Asn He Asn Phe Lys Lys Asp He Lys Ala Leu 

325 330 ~ 335 

Val Leu Thr Cys His Cys Arg Ser Pro Gin Gly Glu Ser Glu His Leu 
20 340 345 350 

Pro Leu Ser Thr Val His Thr Asp Leu Ser Lys Gly Ser Met Arg Met 
355 360 365 

25 

Gly Ser Lys Ser Asn Phe He 
370 375 

30 

<210> 17 
<211> 1868 
<212> DNA 

^ <213> mouse neuropeptide Y5 receptor 
<220> 

<221> CDS 

<222> (100) . . (1500) 

<223> 

40 

<400> 17 

tctagatgtt agttgtgttc tgagtatgtt attgtcatag cgtgctattg ttcttcaagc 60 

tgctaatgga cactgtcttc ttccaagcag gactctagt atg gag gtt aaa ctt 114 
45 Met Glu Val Lys Leu 

1 5 

gaa gag cat ttt aac aag aca ttt gtc acg gag aac aat act get gec 162 
Glu Glu His Phe Asn Lys Thr Phe Val Thr Glu Asn Asn Thr Ala Ala 
50 10 15 20 

agt cag aac acg gec tec cct gec tgg gag gac tac aga ggc aca gag 210 
Ser Gin Asn Thr Ala Ser Pro Ala Trp Glu Asp Tyr Arg Gly Thr Glu 
25 30 35 

55 

aac aat act tct get get egg aac act gec ttt cca gtc tgg gag gac 258 
Asn Asn Thr Ser Ala Ala Arg Asn Thr Ala Phe Pro Val Trp Glu Asp 
40 45 50 

60 tat aga ggc age gta gac gac tta caa tac ttc ctg att ggg etc tat 306 
Tyr Arg Gly Ser Val Asp Asp Leu Gin Tyr Phe Leu He Gly Leu Tyr 
55 60 65 

aca ttt gta agt ctt ctt ggt ttt atg gga aat eta ctt ate tta atg 354 
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35 



55 



33 

Thr Phe Val Ser Leu Leu Gly Phe Met Gly Asn Leu Leu He Leu Met 

70 75 80 85 

get gtt atg aaa aag cgc aat cag aag act aca gtg aac ttt etc ata 402 

Ala Val Met Lys Lys Arg Asn Gin Lys Thr Thr Val Asn Phe Leu He 

90 95 100 

rtrrr* aa/» /-»+- rt t-Tt-*i~> +-4-/-< s-r-»<-* = 4- +- /~r +- J ^4 X-JUi- *~ J ~ 4- ii ca 

3 — — — fc-vj yww w-i->- *~ww yciw y »- i- y uu v^^y i- »- i_y o LOU 1JU 

Gly Asn Leu Ala Phe Ser Asp He Leu Val Val Leu Phe Cys Ser Pro 



10 105 110 



115 



ttc acc ctg acc tct gtc ttg ttg gat cag tgg atg ttc ggc aaa gec 498 
Phe Thr Leu Thr Ser Val Leu Leu Asp Gin Trp Met Phe Gly Lys Ala 
120 125 130 

atg tgc cat ate atg cca ttc ctt cag tgt gta tea gtt ctg gtt tea 54 6 

Met Cys His He Met Pro Phe Leu Gin Cys Val Ser Val Leu Val Ser 
135 140 145 



20 act ctg att tta ata teg att gee att gtc agg tat cat atg ata aag 
Thr Leu He Leu He Ser He Ala He Val Arg Tyr His Met He Lys 
150 155 160 165 



594 



cac cct ata tct aac aat tta aca gca aac cat ggc tac ttc ctg ata 642 

25 His Pro He Ser Asn Asn Leu Thr Ala Asn His Gly Tyr Phe Leu He 

170 175 180 

get act gtc tgg aca ctg ggc ttt gee ate tgt tct ccc etc cca gtg 690 

Ala Thr Val Trp Thr Leu Gly Phe Ala He Cys Ser Pro Leu Pro Val 
30 185 190 195 

ttt cac age ctt gtg gaa ctt aag gaa acc ttt ggc tea gca ttg eta 738 

Phe His Ser Leu Val Glu Leu Lys Glu Thr Phe Gly Ser Ala Leu Leu 
200 205 210 



age age aag tat ttg tgt gtt gag tea tgg ccc tct gat tea tac aga 786 
Ser Ser Lys Tyr Leu Cys Val Glu Ser Trp Pro Ser Asp Ser Tyr Arg 
215 220 225 



40 att get ttc aca ate tct tta ttg tta gtt cag tat ate ctg cct eta 834 

He Ala Phe Thr He Ser Leu Leu Leu Val Gin Tyr He Leu Pro Leu 

230 235 240 245 

gta tgt tta aca gta agt cat act agt gtc tgc agg agt ata age tgt 882 

45 Val Cys Leu Thr Val Ser His Thr Ser Val Cys Arg Ser He Ser Cys 

250 255 260 

gga ttg tec cac aaa gaa aac aga etc gaa gaa aat gag atg ate aac 930 

Gly Leu Ser His Lys Glu Asn Arg Leu Glu Glu Asn Glu Met He Asn 
50 265 270 275 

tta act eta cat cca tec aaa aag agt egg gac cag gca aaa ccc ccc 978 

Leu Thr Leu His Pro Ser Lys Lys Ser Arg Asp Gin Ala Lys Pro Pro 
280 285 290 



age act caa aag tgg age tac tea ttc ate aga aag cac cga aga agg 1026 
Ser Thr Gin Lys Trp Ser Tyr Ser Phe He Arg Lys His Arg Arg Arg 
295 300 305 



60 tac age aag aag acg gca tgc gtg tta ccc gee cca gca gga cct tec 1074 
Tyr Ser Lys Lys Thr Ala Cys Val Leu Pro Ala Pro Ala Gly Pro Ser 
310 315 320 ' 325 

cag gag aag cac eta acc gtt cca gaa aac cca ggc teg gtc cgt age 1122 
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Gin Glu Lys His Leu Thr Val Pro Glu Asn Pro Gly Ser Val Arg Ser 
330 335 340 

cag ctg tea cca tec agt aag gtt att cca ggg gtc ccg ate tgc ttt 1170 
5 Gin Leu Ser Pro Ser Ser Lys Val lie Pro Gly Val Pro lie Cys Phe 
345 350 355 

gag gtg aaa cot gaa gaa age tea gat get eag gag atg aga gtc aag 1218 
Glu Val Lys Pro Glu Glu Ser Ser Asp Ala Gin Glu Met Arg Val Lys 
10 360 365 370 

cgt tec etc acg aga ata aag aag aga tct cgc agt gtt ttc tac aga 1266 
Arg Ser Leu Thr Arg He Lys Lys Arg Ser Arg Ser Val Phe Tyr Arg 
375 380 385 



15 



ctg act ata ttg ata tta gtg ttc get gtt age tgg atg cca etc cac 1314 
Leu Thr He Leu He Leu Val Phe Ala Val Ser Trp Met Pro Leu His 
390 395 400 405 



20 gtc ttc cac gtg gtg ace gat ttc aat gat aac ctg att tec aat agg 1362 

Val Phe His Val Val Thr Asp Phe Asn Asp Asn Leu He Ser Asn Arg 

410 415 420 

cat ttc aag ctg gtg tac tgc ate tgt cac ttg tta ggc atg atg tec 1410 

25 His Phe Lys Leu Val Tyr Cys He Cys His Leu Leu Gly Met Met Ser 

425 430 435 

tgt tgt ctt aat ccg ate tta tat gga ttc ctt aat aat ggt ate aaa 1458 

c ys Cys Leu Asn Pro He Leu Tyr Gly Phe Leu Asn Asn Gly He Lys 

30 440 445 450 

gca gac ttg aga gee ctt ate cac tgc eta cac atg tea tga 1500 
Ala Asp Leu Arg Ala Leu He His Cys Leu His Met Ser 

35 



40 



45 



50 



55 



60 



455 




460 




465 






ttctctctgt 


gcaccgagga 


gagaagaaat 


gtggagactg 


cccacaatac 


atctgtgcta 


1560 


attgatgeat 


aatttacata 


aacgtgttct 


ggatctgaat gccagtttgt aatctatgta 


1620 


agatcattta 


tgttataatg 


tggttaattc 


cgtcacttgt 


gcagagtcaa 


tgtcgatcta 


1680 


aggaaatttc 


tgtcttgaaa 


tagttacatt 


accgtccatt 


tcatgtcatt 


ggtaataagt 


1740 


tgagtgtctt 


eggtttcgag 


taaaagttat 


agctatccaa 


attgttattt 


tgtacaaaaa 


1800 


tgtaagaagt 


gaaaaagttg 


ttccaaagaa 


tatttaacct 


cagatttaag 


gaatttcttt 


1860 


tatctaga 












1868 



<210> 18 
<211> 466 
<212> PRT 

<213> mouse neuropeptide Y5 receptor 
<400> 18 

Met Glu Val Lys Leu Glu Glu His Phe Asn Lys Thr Phe Val Thr Glu 
15 10 15 



Asn Asn Thr Ala Ala Ser Gin Asn Thr Ala Ser Pro Ala Trp Glu Asp 
20 25 30 
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Tyr Arg Gly Thr Glu Asn Asn Thr Ser Ala Ala Arg Asn Thr Ala Phe 
35 40 45 

5 

Pro Val Trp Glu Asp Tyr Arg Gly Ser Val Asp Asp Leu Gin Tyr Phe 
50 55 60 

10 Leu lie Gly Leu Tyr Thr Phe Val Ser Leu Leu Gly Phe Met Gly Asn 
65 70 75 80 

Leu Leu He Leu Met Ala Val Met Lys Lys Arg Asn Gin Lys Thr Thr 
15 85 90 95 



Val Asn Phe Leu lie Gly Asn Leu Ala Phe Ser Asp He Leu Val Val 
100 105 110 

20 

Leu Phe Cys Ser Pro Phe Thr Leu Thr Ser Val Leu Leu Asp Gin Trp 
115 120 125 

25 

Met Phe Gly Lys Ala Met Cys His He Met Pro Phe Leu Gin Cys Val 
130 135 140 

30 Ser Val Leu Val Ser Thr Leu He Leu He Ser He Ala He Val Arg 
145 150 155 160 

Tyr His Met He Lys His Pro He Ser Asn Asn Leu Thr Ala Asn His 
35 165 170 175 

Gly Tyr Phe Leu He Ala Thr Val Trp Thr Leu Gly Phe Ala He Cys 
180 185 190 

40 

Ser Pro Leu Pro Val Phe His Ser Leu Val Glu Leu Lys Glu Thr Phe 
195 200 205 

45 

Gly Ser Ala Leu Leu Ser Ser Lys Tyr Leu Cys Val Glu Ser Trp Pro 
210 215 220 

50 Ser Asp Ser Tyr Arg He Ala Phe Thr He Ser Leu Leu Leu Val Gin 
225 230 235 240 

Tyr He Leu Pro Leu Val Cys Leu Thr Val Ser His Thr Ser Val Cys 
55 245 250 255 



Arg Ser He Ser Cys Gly Leu Ser His Lys Glu Asn Arg Leu Glu Glu 
260 265 270 

60 



Asn Glu Met He Asn Leu Thr Leu His Pro Ser Lys Lys Ser Arg Asp 
275 280 285 
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Gin Ala Lys Pro Pro Ser Thr Gin Lys Trp Ser Tyr Ser Phe lie Arg 
290 295 300 

5 

Lys His Arg Arg Arg Tyr Ser Lys Lys Thr Ala Cys Val Leu Pro Ala 
305 310 315 320 

10 Pro Ala Gly Pro Ser Gin Glu Lys His Leu Thr Val Pro Glu Asn Pro 

325 330 335 

Gly Ser Val Arg Ser Gin Leu Ser Pro Ser Ser Lys Val He Pro Gly 
15 340 345 350 

Val Pro He Cys Phe Glu Val Lys Pro Glu Glu Ser Ser Asp Ala Gin 
355 360 365 

20 

Glu Met Arg Val Lys Arg Ser Leu Thr Arg He Lys Lys Arg Ser Arg 
370 375 380 

25 

Ser Val Phe Tyr Arg Leu Thr He Leu He Leu Val Phe Ala Val Ser 
385 390 395 400 

30 Trp Met Pro Leu His Val Phe His Val Val Thr Asp Phe Asn Asp Asn 

405 410 " 415 

Leu He Ser Asn Arg His Phe Lys Leu Val Tyr Cys He Cys His Leu 
35 420 425 ~ 430 

Leu Gly Met Met Ser Cys Cys Leu Asn Pro He Leu Tyr Gly Phe Leu 
435 440 445 

40 

Asn Asn Gly He Lys Ala Asp Leu Arg Ala Leu He His Cys Leu His 
450 455 460 

45 

Met Ser 





4 65 




50 


<210> 


19 




<211> 


2281 




<212> 


DNA 




<213> 


mouse 


55 


<220> 






<221> 


CDS 




<222> 


(823) 




<223> 




60 


<400> 


19 



ctgcagtcta ttggatgaag agtgtacata ttcatataat tcttaaagta ggcagaaatt 60 



aaaggggatg gaaatatata cttgtactgc cttagatagt caccaggatg ttgttacagt 120 
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cttcgtttac tgcttctgaa gcctatactg atagaattaa taaaatactg agagagagag 180 

agagggacag agagagagag ggggagagag agagagagag agagagagag agagagagag 240 

agagagagag agaagagaag aaaacaaggt saagccatct gcttaactta tgtccacatt 300 

ctctcaagag cattgtccta tttgtagaat tatctatatt gttaagaatc atctccattg 360 

ttaagatttt gtgggctgga gatccagctc tgttgataaa gtgcttgcct aacatgcatg 420 

aagtcctagg ttctattccc aaggctacat aaaaccttgt gttgtgatga atgcctgtaa 4 80 

tcccagtacg cagcaaggag agacaaggag gatcagaagc ttaaggacat cattttgtac 540 

15 atagtgagtt tgaggaaagc tgaggttaca tggaactctc tctctctcaa aaacaaaaca 600 

aaacaaaaca aaaccttcta ctaatattct ggattctgtt tgatttttag gatctcaaga 660 

gcatgctgac gtcatttatg tgtttccatc agatacagac agagatcata aacatttaac 720 

tcattgatta tatgttgaga gttgtccctc aagaaccaat ggccaaacat ccactgagga 780 



10 



20 



tacacggaag cttagaaaat ctctaattaa aatcctgaca ta atg gaa gtg etc 834 

Met Glu Val Leu 
25 1 



30 



50 



aca aac cag cca aca cct aat aaa acc agt ggc aag age aac aac teg 882 
Thr Asn Gin Pro Thr Pro Asn Lys Thr Ser Gly Lys Ser Asn Asn Ser 
5 10 15 20 

gca ttt ttc tac ttt gaa tec tgc caa ccc cct ttt eta gec ata etc 930 
Ala Phe Phe Tyr Phe Glu Ser Cys Gin Pro Pro Phe Leu Ala lie Leu 
25 30 35 



35 ttg eta etc ata gca tat act gtg ate eta ate atg ggc att ttt gga 978 

Leu Leu Leu He Ala Tyr Thr Val He Leu He Met Gly He Phe Gly 
40 45 50 

aac etc 'tct ctt ate ate ate ate ttt aag aaa cag aga gaa get caa 1026 

40 Asn Leu Ser Leu He He He He Phe. Lys Lys Gin Arg Glu Ala Gin 
55 60 65 

aat gtt acc aac ata ctg att gee aac ctg tec etc tct gac ate ttg 1074 

Asn Val Thr Asn He Leu He Ala Asn Leu Ser Leu Ser Asp He Leu 
45 70 75 80 

gtg tgt gtc atg tgc ate cct ttt acg gtc ate tac act ctg atg gac 1122 

Val Cys Val Met Cys He Pro Phe Thr Val He Tyr Thr Leu Met Asp 

85 90 95 100 



cac tgg gta ttt ggg aac act atg tgt aaa etc act tec tac gtg caa 1170 
His Trp Val Phe Gly Asn Thr Met Cys Lys Leu Thr Ser Tyr Val Gin 
105 110 115 



55 agt gtc tea gtt tct gtg tec ata ttc tec ctt gtg ttg att get att 1218 
Ser Val Ser Val Ser Val Ser He Phe Ser Leu Val Leu He Ala He 
120 125 130 

gaa cga tat cag ctg att gtg aac ccc cgt ggc tgg aaa ccc aga gta 1266 
60 Glu Arg Tyr Gin Leu He Val Asn Pro Arg Gly Trp Lys Pro Arg Val 
135 140 145 

get cat gee tat tgg ggg ate ate ttg att tgg etc att tct ctg aca 1314 
Ala His Ala Tyr Trp Gly He He Leu He Trp Leu He Ser Leu Thr 
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30 



50 



38 

150 155 160 

ttg tct att ccc tta ttc ctg tec tac cac etc acc aat gag ccc ttt 1362 
Leu Ser lie Pro Leu Phe Leu Ser Tyr His Leu Thr Asn Glu Pro Phe 
165 170 175 180 

cat aat etc tct etc cct act gac ate tac acc cac cag gta get tgt 1410 
His Asn Leu Ser Leu Pro Thr Asp He T T7 r Thr His Gin Val Ala Cys 
185 190 195 

gtg gag att tgg cct tct aaa ctg aac caa etc etc ttt tct aca tea 1458 
Val Glu He Trp Pro Ser Lys Leu Asn Gin Leu Leu Phe Ser Thr Ser 
200 205 210 



15 tta ttt atg etc cag tat ttt gtc cct ctg ggt ttc att ctt ate tgc 1506 

Leu Phe Met Leu Gin Tyr Phe Val Pro Leu Gly Phe He Leu He Cys 
215 220 ' 225 

tac ctg aag ate gtt etc tgc etc cga aaa aga act agg cag gtg gac 1554 

20 Tyr Leu Lys He Val Leu Cys Leu Arg Lys Arg Thr Arg Gin Val Asp 

230 235 240 

agg aga aag gaa aat aag age cgt etc aat gag aac aag agg gta aat 1602 

Arg Arg Lys Glu Asn Lys Ser Arg Leu Asn Glu Asn Lys Arg Val Asn 
25 245 ~ 250 255 260 

gtg atg ttg att tec ate gta gtg act ttt gga gee tgc tgg ttg ccc 1650 

Val Met Leu He Ser He Val Val Thr Phe Gly Ala Cys Trp Leu Pro 
265 270 275 



60 



ttg aac att ttc aat gtc ate ttc gac tgg tat cat gag atg ctg atg 1698 
Leu Asn He Phe Asn Val He Phe Asp Trp Tyr His Glu Met Leu Met 
280 285 290 



35 age tgc cac cac gac ctg gta ttt gta gtt tgc cac ttg att get atg 1746 
Ser Cys His His Asp Leu Val Phe Val Val Cys His Leu He Ala Met 
295 300 305 

gtt tct act tgc ata aat cct etc ttt tat gga ttt etc aac aaa aac 1794 
40 Val Ser Thr Cys He Asn Pro Leu Phe Tyr Gly Phe Leu Asn Lys Asn 
310 315 320 

ttc cag aag gat eta atg atg ctt att cac cac tgt tgg tgt ggt gaa 1842 
Phe Gin Lys Asp Leu Met Met Leu He His His Cys Trp Cys Gly Glu 
45 325 330 335 ' 340 

cct cag gaa agt tat gaa aat att gee atg tct act atg cac aca gat 1890 
Pro Gin Glu Ser Tyr Glu Asn lie Ala Met Ser Thr Met His Thr Asp 
345 350 355 



gaa tec aag gga tea tta aaa ctg get cac ata cca aca ggc ata tag 1938 
Glu Ser Lys Gly Ser Leu Lys Leu Ala His He Pro Thr Gly He 
360 365 370 



55 aaactggtaa gcaaaatcaa agcccttctg ttatgaaaga aagagaagaa atagtatgga 1998 

atagggcaag gtgcagagga agecagaett aaacacataa tatctttggg cccagttttg 2058 

ctttaagtta agcatgtcta ctccattcag ccatagaaca cacagagatt tatccctacc 2118 

ctttcttttt ttcctttgga agaataataa cttaaacaac ctagacatca ttactgagga 2178 

agagaacaaa aatgagagag catacaagga cagcagagat gtctggggta caaaattcac 2238 
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gttattcgct ggaatagcta gaaagttatt agttgtgctg cag 2281 

<210> 20 
5 <211> 371 
<212> PRT 

<213> mouse neuropeptide y6 receptor 
<400> 20 

10 

Met Glu Val Leu Thr Asn Gin Pro Thr Pro Asn Lys Thr Ser Gly Lys 
15 10 15 

15 Ser Asn Asn Ser Ala Phe Phe Tyr Phe Glu Ser Cys Gin Pro Pro Phe 
20 25 30 

Leu Ala lie Leu Leu Leu Leu lie Ala Tyr Thr Val lie Leu lie Met 
20 35 40 45 

Gly lie Phe Gly Asn Leu Ser Leu He He He He Phe Lys Lys Gin 
50 55 60 

25 

Arg Glu Ala Gin Asn Val Thr Asn He Leu He Ala Asn Leu Ser Leu 
65 70 75 80 

30 

Ser Asp He Leu Val Cys Val Met Cys He Pro Phe Thr Val He Tyr 
85 90 95 

35 Thr Leu Met Asp His Trp Val Phe Gly Asn Thr Met Cys Lys Leu Thr 
100 105 110 

Ser Tyr Val Gin Ser Val Ser Val Ser Val Ser He Phe Ser Leu Val 
40 115 120 125 

Leu He Ala lie Glu Arg Tyr Gin Leu He Val Asn Pro Arg Gly Trp 
130 135 140 

45 

Lys Pro Arg Val Ala His Ala Tyr Trp Gly He He Leu He Trp Leu 
145 150 155 160 

50 

He Ser Leu Thr Leu Ser He Pro Leu Phe Leu Ser Tyr His Leu Thr 
165 170 175 

55 Asn Glu Pro Phe His Asn Leu Ser Leu Pro Thr Asp He Tyr Thr His 
180 185 190 

Gin Val Ala Cys Val Glu He Trp Pro Ser Lys Leu Asn Gin Leu Leu 
60 195 200 205 

Phe Ser Thr Ser Leu Phe Met Leu Gin Tyr Phe Val Pro Leu Gly Phe 
210 215 220 
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He Leu He Cys Tyr Leu Lys He Val Leu Cys Leu Arg Lys Arg Thr 
225 230 235 240 

Arg Gin Val Asp Arg Arg Lys Glu Asn Lys Ser Arg Leu Asn Glu Asn 
245 250 255 

10 

Lys Arg Val Asn Val Met Leu He Ser He Val Val Thr Phe Gly Ala 
260 265 270 

15 Cys Trp Leu Pro Leu Asn He Phe Asn Val He Phe Asp Trp Tyr His 
275 280 285 

Glu Met Leu Met Ser Cys His His Asp Leu Val Phe Val Val Cys His 
20 290 295 300 

Leu He Ala Met Val Ser Thr Cys He Asn Pro Leu Phe Tyr Gly Phe 
305 310 315 320 

Leu Asn Lys Asn Phe Gin Lys Asp Leu Met Met Leu He His His Cys 
325 330 335 

30 

Trp Cys Gly Glu Pro Gin Glu Ser Tyr Glu Asn He Ala Met Ser Thr 
340 345 350 

35 Met His Thr Asp Glu Ser Lys Gly Ser Leu Lys Leu Ala His He Pro 
355 360 365 



Thr Gly He 
40 370 



